Figure Sl 1. Plasmid diagrams for production of TF domains. Five protein

expression plasmids were used to produce TFs for Fab-phage selections: (A-C)
Intracellular E. coli expression of soluble biotinylated TF domains from Rutgers,
SGC, and the RAN, respectively. (D) Expression of soluble biotinylated TFs by
IVTT in an E. coli cell free extract, courtesy of Sutro Biopharma. (E) Plasmid map
for expression of TFs by Yeast antigen display system. His and GST tags were
used for purification purposes while Avi tag was used for efficient biotinylation of
the proteins at a single site and TEV protease site was included for “catch-and-

release” of antigens during Fab-phage selections.

Figure Sl 2. Examples of 8 protein antigens that entered the Fab selection

pipeline. Four antigens were considered to be high quality and resulted in
successful Fab selections where 4 were low quality antigens with no successfully

validated Fabs.

Figure Sl 3. Graphical depiction of the competition ELISA test used for primary

Fab validation. In all cases 20nM biotinylated antigen was adsorbed onto

Streptavidin or Neutravidin coated plates then blocked with PBS buffer that
contained 0.2% BSA and 10uM Biotin. (Left) Direct Fab-phage binding was
monitored for 96 single colony isolates from selection rounds 3 or 4 where phage
culture supernatant was diluted and plated on antigen coated wells. Binding was
detected by incubation with anti-M13-HRP secondary antibody and signal was

developed by the addition of TMB substrate. ODgso (kinetic mode) or OD450
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(endpoint mode). (Right) Similar to the direct ELISA a competitive binding ELISA
was preformed, where 20nM soluble biotinylated antigen was incubated with

Fab-phage 15 minutes prior to addition to antigen coated ELISA plates.

Figure Sl 4. Representative photomicrographs showing expression of target

antigens on the surface of yeast. DIC images from 3 different Yeast strains, (Top

Row) control cells expressed ER localized BirA, (Middle Row) cells that
expressed Sox7 and ER localized BirA, and (Bottom Row) cells that expressed
only Sox7. Antigen expression was monitored by staining cells with the V5-FITC
antibody and clearly showed staining only when target Sox7 antigen was
expressed. To verify that the antigens were biotinylated, we monitored Avi tag
biotinylation with Strep-Rho antibody and clearly showed that staining was
detected in cells where the antigen and BirA were co-expressed. Merged images
showed co-staining of both the antigen and biotinylation signal suggestive that

the expressed antigen was biotinylated.

Figure Sl 5. Representative photomicrographs of siRNA KD experiments

showing a reduction in protein expression in cellculture. One BATF Fab showed

binding to wild type A2780cis cells or lack of binding to siRNA knockdown of
target TF. A2780cis cells were also stained with anti-Flag antibody and DAPI as
a negative staining control. Graphs showed the relative staining intensities as
determined by ImageJ of SiRNA KD and siRNA control treated cells (** p<0.001).

Scale bar =50uM.
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Supplemental Figure 2:
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Supplemental Figure 3:
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Supplemental Figure 4:
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Supplemental Figure 5:
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Table S| 1: Antigens (n=557) from RAN, Rutgers, or SGC that have entered the Fab selection pipeline. Antigen

weight, pl, domain type, and Amino acid

with tags are shown along with success through primary validation

HGCN

Uniprot ID

Antigen ID

Antigen Source MW (Da)

pl

Common Domain Names Primary Validation (pass/fail)

construct seq (with tag)

ALX3

ANAPC2

ANKZF1

ARID3A
ARID3A

ARID3A

ARID4B

ARX

ASF1B

ASH1L

ASH1L

ASH1L

ATAD2

ATAD2B

ATF2

ATF4

ATF4

ATF7

ATMIN

BARX2

BARX2

BAZ1A

BAZ1B

BAZ2A

BAZ2B

BPTF

BRD1

BRD2

BRD2

BRD3

BRD3

BRD4

BRD4

BRD7

BRDT

BRDT

BRDT
BRPF1
BRWD1

095076

Q9UJX6

Q9H8Y5

Q99856
Q99856

Q99856

Q4LE39

Q96QS3

QINVP2

QINR48

QYNR48

QINR48

Q6PL18

QguLlo

P15336

P18848

P18848

P17544

043313

Qoumas

QoUMQ3

QINRL2

Q9UIGO

QOUIF9

QOUIF8

Q12830

095696

P25440

P25440

Q15059

Q15059

060885

060885

QONPI1

Q58F21

Q58F21

Q58F21
P55201
QONSI6

HR7916A.001

HR6941B.004

HR8423A.001

HR4394C.020
HR4394C.025

Arid3a

ARID4B-A003

Arx

ASF1B-A001

ASH1LA-A001

ASH1LA-A004

HR7137C.007

ATAD2A-A001

KIAA1240A-A001

Atf2

HR6914A.001

Atf4

A7

HR8351A.005

HR7561.004

HR7561A.002

ACF1-A002

BAZ1BA-A001

BAZ2AA-A002

BAZ2BA-A001

FALZ/FALZA-A001

BRD1A-A002

BRD2A-A001

BRD2A-A002

BRD3A-A002

BRD3A-A001

BRD4A-A001

BRD4A-A005

BRD7A-A001

BRDTA-A001

BRDTA-A007

BRDTA-A006
BRPF1A-A002
WDR9A-A002 monomer

Rutgers

Rutgers

Rutgers

Rutgers
Rutgers

RAN

SGC

RAN

SGC

SGC

Rutgers

Rutgers
RAN

RAN

Rutgers

Rutgers

Rutgers

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC
SGC
SGC

13409.06

14427.21

15275.28

17133.62

61836.32

10747.7

32199.01

7253.24

25754.94

20271.77

20271.77

18107.16

20504.97

20882.54

7648.77

11325.83

7580.74

7605.71

21934.08

24938.57

13414.34

22143.04

19396.02

17569.52

16063.28

19511.89

17680.34

18040.36

20302.25

18358.81

19645.34

17720.16

20110.75

17991.46

19222.9

18821.35

19222.9
19447.9
19503.89

9.4315

4.9166

7.3485

8.9416

5.53

9.9104

4.8554

10.7376

4.5613

6.7762

6.7762

6.1719

5.8323

6.1337

10.6487
7.8355

9.8267

10.8992

8.6341

9.4001

10.4729

8.0631

7.5991

5.8142

6.9118

6.3048

9.5346

7.1082

7.6688

6.9742

7.1469

6.8995

6.7046

6.9781

7.623

6.7068

7.623
6.0627
6.4208

Homeobox
Misc
Misc

Misc
Misc

Misc

Misc

Homeobox

Misc
Bromodomain
Bromodomain

SET
Bromodomain

Bromodomain
bZip
bZip
bZip

bZip

Zinc Finger

Homeobox
Homeobox
Bromodomain
Bromodomain
Bromodomain
Bromodomain
Bromodomain
PWWP
Bromodomain
Bromodomain
Bromodomain
Bromodomain

Bromodomain

Bromodomain
Bromodomain
Bromodomain
Bromodomain

Bromodomain
Bromodomain
Bromodomain
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fail

pass.

pass

pass
fail

pass.

pass

pass.

pass

fail

pass

fail

pass

pass

pass

pass

pass

pass.

pass

fail

fail

pass.

pass

pass.

pass

pass.

pass

pass.

pass

pass

pass

pass

pass

pass

fail

pass

fail
pass
pass

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTFSTFQLEELEKVFQKTHYPDVYARE
QLALRTDLTEARVRVWFQNRRAKWRKRERYGKIQEGRNPFTAAYDISVLPR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSDDESDSGMASQADQKEEELLLFWT
YIQAMLTNLESLSLDRIYNMLRMFVVTGPALAEIDLQELQGYLQKKVRDQQLVYSAGVY
RLPKNCS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAKAPGQPELWNALLAACRAGDVGVL
KLQLAPSPADPRVLSLLSAPLGSGGFTLLHAAAAAGRGSVVRLLLEAGADPTVQDSRA
RPPYTVAADKSTRNEFRRFMEKNPD
MGHHHHHHSHMPDHGDWTYEEQFKQLYELDGDPKRKEFLDDLFSFMQKRGTPVNRI
PIMAKQVLDLFMLYVLVTEKGGLVEVINKKLWREITKGLNLPTSITSAAFTLRTQYMKYLY
PYECEKRGLSNPNELQAAIDSNRREGRR

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPALDGDPKRKEFLDDLFSFMQKRGTPVN
RIPIMAKQVLDLFMLYVLVTEKGGLVEVINKKLWREITKGLNLPTSITSAAFTLRTQYMKYL
YPYE
MSGLNDIFEAQKIEWHEGSAGGSGKQIDELLGKVVCVDYISLDKKKALWFPALVVCPDC
SDEIAVKKDNILVRSFKDGKFTSVPRKDVHEITSDTAPKPDAVLKQAFEQALEFHKSRTIP
ANWKTELKEDSSSSEAEEEEEEEDDEKEKEDNSSEEEEEIEPFPEERENFLQQLYKFM
EDRGTPINKRPVLGYRNLNLFKLFRLVHKLGGFDNIESGAVWKQVYQDLGIPVLNSAAG
'YNVKCAYKKYLYGFEEYCRSANIEFQMALPEKVVNKGGSGHHHHHH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARRYRTTFTSYQLEELERAFQKTHYPDV
FTREELAMRLDLTEARVQVWFQNRRAKWRK

MSGLNDIFEAQKIEWHEGSAGGSGAKVSVLNVAVLENPSPFHSPFRFEISFECSEALAD
DLEWKIIYVGSAESEEFDQILDSVLVGPVPAGRHMFVFQADAPNPSLIPETDAVGVTVVL
ITCTYHGQEFIRVGYYVNNEYLNPELRENPPMKPDFSQLQRNILASNPRVTRFHINWDN
NMDRLEAIETQDPSLGCGLPLNCTPIKGLGLPGCIPGLLPENSMDCIGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMAEENIEVARAARLAQIFKEICDGIISYKDSSRQALA
APLLNLPPKKKNADYYEKISDPLDLITIEKQILTGYYKTVEAFDADMLKVFRNAEKYYGRK
SPVGRDVCRLRKAYYNARHEASAQIDEIVGETASESSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMAEENIEVARAARLAQIFKEICDGIISYKDSSRQALA
APLLNLPPKKKNADYYEKISDPLDLITIEKQILTGYYKTVEAFDADMLKVFRNAEKYYGRK
SPVGRDVCRLRKAYYNARHEASAQIDEIVGETASESSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRAEEKGWGIRTKEPLKAGQFIIEYLG
EVVSEQEFRNRMIEQYHNHSDHYCLNLDSGMVIDSYRMGNEARFINHSCDPNCEMQK
WSVNGVYRIGLYALKDMPAGTELTYDYNFHSFNVEKQ
MHHHHHHHHHHDLGTENLYFQSMQEEDTFRELRIFLRNVTHRLAIDKRFRVFTKPVDP
DEVPDYVTVIKQPMDLSSVISKIDLHKYLTVKDYLRDIDLICSNALEYNPDRDPGDRLIRH
RACALRDTAYAIIKEELDEDFEQLCEEIQESRSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMEDQEENTLRELRLFLRDVTKRLATDKRFNIFSKPV
DIEEVSDYLEVIKEPMDLSTVITKIDKHNYLTAKDFLKDIDLICSNALEYNPDKDPGDKIIRH
RACTLKDTAHAIIAAELDPEFNKLCEEIKEARIKRGSSKGGYGLNDIFEAQKIEWHE
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAEDPDEKRRKFLERNRAAASRCRQKRK
VWVQSLEKKAEDLSSLNGQLQSEVTLLRNEVAQLKQLLL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKKLKKMEQNKTAATRYRQKKRAEQE
ALTGECKELEKKNEALKERADSLAKEIQYLKDLIEEV
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAEKLDKKLKKMEQNKTAATRYRQKKRAE
QEALTGECKELEKKNEALKERADSLAKEIQYLKDLIE
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPADPDERRQRFLERNRAAASRCRQKRKL
WVSSLEKKAEELTSQNIQLSNEVTLLRNEVAQLKQLLL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGELIQPSVSELSRAVRTNILCTVRGC
GKILPNSPALNMHLVKSHRLQDGIVNPTIRKDLKTGPKFYCCPIEGCPRGPERPFSQFSL
VKQHFMKMHAEKKHKCSKCSNSYGTEWDLKRHAEDCGKTFRCTCGCPYASRTALQS
HIYRTGHEIPAEHRDPP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMHCHAELRLSSPGQLKAARRRYKTFMI
DEILSKETCDYFEKLSLYSVCPSLVVRPKPLHSCTGSPSLRAYPLLSVITRQPTVISHLVP
ATPGIAQALSCHQVTEAVSAEAPGGEALASSESETEQPTPRQKKPRRSRTIFTELQLMG
LEKKFQKQKYLSTPDRLDLAQSLGLTQLQVKTWYQNRRMK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSSESETEQPTPRQKKPRRSRTIFTEL
QLMGLEKKFQKQKYLSTPDRLDLAQSLGLTQLQVKTWYQNRRMKWKKMVLKGG
MHHHHHHHHHHDLGTENLYFQSMRKRQSPEPSPVTLGRRSSGRQGGVHELSAFEQL
VVELVRHDDSWPFLKLVSKIQVPDYYDIIKKPIALNIIREKVNKCEYKLASEFIDDIELMFS
NCFEYNPRNTSEAKAGTRLQAFFHIQAQKLGLHVTPSNVDQVSTPPAAKKSRISSKGG
YGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMRQSLELQKCEEILHMIVKYRFSWPFREPVTRDEA
EDYYDVITHPMDFQTVQNKCSCGSYRSVQEFLTDMKQVFTNAEVYNCRGSHVLSCMV
KTEQCLVALLHKHLPGHPYVRRKRKKFSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMHSDLTFCEIILMEMESHDAAWPFLEPVNPRLVSGY
RRIIKNPMDFSTMRERLLRGGYTSSEEFAADALLVFDNCQTFNEDDSEVGKAGHIMRR
FFESRWEEFYQSSKGGYGLNDIFEAQKIEWHE
MHHHHHHSSGVDLGTENLYFQSMSVKKPKRDDSKDLALCSMILTEMETHEDAWPFLL
PVNLKLVPGYKKVIKKPMDFSTIREKLSSGQYPNLETFALDVRLVFDNCETFNEDDSDIG
RAGHNMRKYFEKKWTDTFKVS
MHHHHHHHHHHDLGTENLYFQSMSTEDAMTVLTPLTEKDYEGLKRVLRSLQAHKMAW
PFLEPVDPNDAPDYYGVIKEPMDLATMEERVQRRYYEKLTEFVADMTKIFDNCRYYNPS
DSPFYQCAEVLESFFVQKLKGFKASRSHSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGSVLEPLKVVWAKCSGYPSYPALIIDPKMPRVPGH
HNGVTIPAPPLDVLKIGEHMQTKSDEKLFLVLFFDNKRSWQWLPKSKMVPLGIDETIDKL
KMMEGRNSSIRKAVRIAFDRAMNHLSRVHGEGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMEQLKHCNGILKELLSKKHAAYAWPFYKPVDASAL
GLHDYHDIIKHPMDLSTVKRKMENRDYRDAQEFAADVRLMFSNCYKYNPPDHDVVAM
ARKLQDVFEFRYAKMPDSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHSSGVDLGTENLYFQSMKPGRVTNQLQYLHKVVMKALWKHQFAWPF
RQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYYWAASECMQDFNTMFTNCYIYNK
PTDDIVLMAQTLEKIFLQKVASMPQEEQELVVTIPKNSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMGKLSEHLRYCDSILREMLSKKHAAYAWPFYKPVD
AEALELHDYHDIIKHPMDLSTVKRKMDGREYPDAQGFAADVRLMFSNCYKYNPPDHEV
VAMARKLQDVFEMRFAKMPSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMPEVSNPSKPGRKTNQLQYMQNVVVKTLWKHQFA
WPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKRLENNYYWSASECMQDFNTMFTNCYIY
NKPTDDIVLMAQALEKIFLQKVAQMPQEESSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMKDVPDSQQHPAPEKSSKVSEQLKCCSGILKEMFA
KKHAAYAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREYRDAQEFGADVRL
MFSNCYKYNPPDHEVVAMARKLQDVFEMRFAKMPDE

MHHHHHHHHHHDLGTENLYFQSMKDVPDSQQHPAPEKSSKVSEQLKCCSGILKEMFA
KKHAAYAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREYRDAQEFGADVRL
MFSNCYKYNPPDHEVVAMARKLQDVFEMRFAKMPDESSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMEEVEQTPLQEALNQLMRQLQRKDPSAFFSFPVTD
FIAPGYSMIIKHPMDFSTMKEKIKNNDY QSIEELKDNFKLMCTNAMIYNKPETIYYKAAKK
LLHSGMKILSQERSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMNTKKNGRLTNQLQYLQKVVLKDLWKHSFSWPFQ
RPVDAVKLQLPDYYTIIKNPMDLNTIKKRLENKYYAKASECIEDFNTMFSNCYLYNKPGD
DIVLMAQALEKLFMQKLSQMPQEESSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMTVKVTEQLRHCSEILKEMLAKKHFSYAWPFYNPV
DVNALGLHNYYDVVKNPMDLGTIKEKMDNQEYKDAYKFAADVRLMFMNCYKYNPPDH
EVVTMARMLQDVFETHFSKIPIESSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMNTKKNGRLTNQLQYLQKVVLKDLWKHSFSWPFQ
RPVDAVKLQLPDYYTIIKNPMDLNTIKKRLENKYYAKASECIEDFNTMFSNCYLYNKPGD
DIVLMAQALEKLFMQKLSQMPQEESSKGGYGLNDIFEAQKIEWHE



HGCN

BSX

C140rf169

CAF1B
CASP8AP2
CBX1
CBX1
CBX2
CBX2
CBX2
CBX3
CBXx4
CBX4
CBX5
CBX5

CBX8

CCDC101

CDC73
CDX2

CDX2

CDYL
CEBPB

CEBPG

CEBPG

CECR2

CECR2

CHAMP1 (ZNF828)

CHD1

CHD1

CHD2

CHD3

CHD4

CHD7
CIAO1

Uniprot ID

Q3c1ve

Q9HEW3

Q13112
QIUKL3
P83916
P83916
Q14781
Q14781
Q14781
Q13185
000257
000257
P45973
P45973

Q9HC52

Q96ES7

Q6P1J9
Q99626

Q99626

Q9Y232
P17676

P53567

P53567

Q9BXF3

Q9BXF3

Q96JM3

014646

014646

014647

Q12873-3

Q14839

Q9P2D1
076071

Antigen ID

HR8142A.001

FLJ21802A-A001

CAF1B-A001
HR8150A.003
CBX1A-A002
CBX1-A003
CBX2-A003
HR6520A.001
CBX2A-A002
CBX3A-A001
CBX4-A005
CBX4A-A002
CBX5A-A001
CBX5-A001

CBX8-A005

SGF29A-A001

CDC5L-A001
HR7064A.001

Cdx2

CDYL-A002
Cebpb

Cebpg

HR6439.004

CECR2A-A004

CECR2A-A001

HR7405B.004

CHD1-A001

HR7210A.004

CHD2-A001

CHD3-A004

CHD4-A001

CHD7-A001
WDR39-A001

Antigen Source

Rutgers

SGC
Rutgers
SGC
SGC
SGC
Rutgers
SGC
SGC
SGC
SGC
SGC
SGC

SGC

SGC

SGC

Rutgers

RAN

Rutgers

SGC

Rutgers

SGC

Rutgers

SGC

SGC

SGC
SGC

MW (Da)

12731.38

55638.89

56395.64
11897.7
9333.38

13435.95

13515.11

10501.92
9732.03
9705.8

10649.78

10429.68

10037.38

11072.26

11712.08

20759.2

24556.17
12311.96

7125.18

32571.35
7804.97

7643.8

14666.22

18909.27

17921.17

19615.51

25407.97

16458.23

26723.41

43160.85

32244.25

27488.21

pl
10.41

5.7659

7.1306
9.8998
6.1463
6.3569
6.9786
7.3481
8.2041

6.3256
7.2011

7.7134
6.8869
5.1487

6.8513

6.558

9.9676

10.3336

10.7013

7.3625
11.0557
10.9578

7.0976

6.6138

6.5579

8.3493

5.9469

6.1708

5.2222

4.7196

6.4051

4.8838

Common Domain Names Primary Validation (passi/fail)

Homeobox

Cupin

WD40
Misc

Misc
Misc
Misc
Misc
Misc
Misc
Misc
Misc
Misc
Misc

Misc

Misc

Misc
Homeobox

Homeobox

Misc
bZip

bZip

bZip

Bromodomain

Bromodomain

Zinc Finger

Misc

Misc

Misc

Misc

Misc

Misc
NA
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pass

pass

fail

fail

pass

pass

pass

fail

pass.

pass

pass.

fail

pass

pass

pass

pass

pass.

pass

pass

pass

pass.

pass

pass

pass

fail

pass

pass

pass

pass.

pass

pass

pass
pass

construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPGKHCRRRKARTVFSDSQLSGLEKR
FEIQRYLSTPERVELATALSLSETQVKTWFQNRRMKHKKQLRKSQDEP
MSGLNDIFEAQKIEWHEGSAGGSGSPLRRVLAELNRIPSSRRRAARLFEWLIAPMPPD
HFYRRLWEREAVLVRRQDHTYYQGLFSTADLDSMLRNEEVQFGQHLDAARYINGRRE
TLNPPGRALPAAAWSLYQAGCSLRLLCPQAFSTTVWQFLAVLQEQFGSMAGSNVYLTP
PNSQGFAPHYDDIEAFVLQLEGRKLWRVYRPRAPTEELALTSSPNFSQDDLGEPVLQT
VLEPGDLLYFPRGFIHQAECQDGVHSLHLTLSTYQRNTWGDFLEAILPLAVQAAMEENV
EFRRGLPRDFMDYMGAQHSDSKDPRRTAFMEKVRVLVARLGHFAPVDAVADQRAKDF
IHDSLPPVLTDRERALSVYGLPIRWEAGEPVNVGAQLTTETEVHMLQDGIARLVGEGGH
LFLYYTVENSRVYHLEEPKCLEIYPQQADAMELLLGSYPEFVRVGDLPCDSVEDQLSLA
TTLYDKGLLLTKMPLALNGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGMKVITCEIAWHNKEPVYSLDFQHGTAGRIHRLAS
AGVDTNVRIWKVEKGPDGKAIVEFLSNLARHTKAVNVVRFSPTGEILASGGDDAVILLW
KVNDNKEPEQIAFQDEDEAQLNKENWTVVKTLRGHLEDVYDICWATDGNLMASASVD
NTAIIWDVSKGQKISIFNEHKSYVQGVTWDPLGQYVATLSCDRVLRVYSIQKKRVAFNVS
KMLSGIGAEGEARSYRMFHDDSMKSFFRRLSFTPDGSLLLTPAGCVESGENVMNTTYV
FSRKNLKRPIAHLPCPGKATLAVRCCPVYFELRPVVETGVELMSLPYRLVFAVASEDSVL
LYDTQQSFPFGYVSNIHYHTLSDISWSSDGAFLAISSTDGYCSFVTFEKDELGIPLKEKP
VLNMRTPDTAKKTKSQTHRGSSPGPRPVEGTPASRTQDPSSPGTTPPQARQAPAPTVI
RDPPSITPAVKSPLI TLQPSSQNTKAF 1HHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKNVIKKKGEIILWTRNDDRVILLECQK
RGPSSKTFAYLAAKLDKNPNQVSERFQQLMKLFEKSKCR
MHHHHHHHHHHDLGTENLYFQSMEYVVEKVLDRRVVKGKVEYLLKWKGFSDEDNTW
EPEENLDCPDLIAEFLQSQKT
MHHHHHHHHHHDLGTENLYFQSMKEESEKPRGFARGLEPERIIGATDSSGELMFLMK
WKNSDEADLVPAKEANVKCPQVVISFYEERLTWHSYPSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMEELSSVGEQVFAAECILSKRLRKGKLEYLVKWRG
WSSKHNSWEPEENILDPRLLLAFQKKEHEKEVQNRSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEQVFAAECILSKRLRKGKLEYLVKWR
GWSSKHNSWEPEENILDPRLLLAFQKKE
MHHHHHHHHHHSSGVDLGTENLYFQSMEQVFAAECILSKRLRKGKLEYLVKWRGWSS
KHNSWEPEENILDPRLLLAFQKKE
MHHHHHHHHHHDLGTENLYFQSMEFVVEKVLDRRVVNGKVEYFLKWKGFTDADNTW
EPEENLDCPELIEAFLNSQKAGKEK
MSGLNDIFEAQKIEWHEGSAGGSGEHVFAVESIEKKRIRKGRVEYLVKWRGWSPKYNT
WEPEENILDPRLLIAFQNRERQEQGGSGHHHHHH

MHHHHHHHHHH: DLGTENLYFQSMEHVFAVESIEKKRIRKGRVEYLVKWRGWSP
KYNTWEPEENILDPRLLIAFQNRERQEQ
MHHHHHHHHHHDLGTENLYFQSMEEYVVEKVLDRRVVKGQVEYLLKWKGFSEEHNT
'WEPEKNLDCPELISEFMKKYKKMKE
MSGLNDIFEAQKIEWHEGSAGGSGREQSNDIARGFERGLEPEKIIGATDSCGDLMFLM
KWKDTDEADLVLAKEANVKCPQIVIAFYEERLTGGSGHHHHHH

MSGLNDIFEAQKIEWt AAEALLKI VEYLVKWKG
WSQKYSTWEPEENILDARLLAAFEEREREMELYGPKGGSGHHHHHH
MHHHHHHHHHHSSGVDLGTENLYFQSMGDKPPPLCGAIPASGDYVARPGDKVAARVK
AVDGDEQWILAEVVSYSHATNKYEVDDIDEEGKERHTLSRRRVIPLPQWKANPETDPE
ALFQKEQLVLALYPQTTCFYRALIHAPPQRPQDDYSVLFEDTSYADGYSPPLNVAQRYV
VACKEPKKK
MSGLNDIFEAQKIEWHEGSAGGSGNQKKGSRTPIINIPAATTSLITMLNAKDLLQDLKFVP
SDEKKKQGCQRENETLIQRRKDQMQPGGTAISVTVPYRVVDQPLKLMPQDWDRVVAV
FVQGPAWQFKGWPWLLPDGSPVDIFAKIKAFHLKYDEVRLDPNVQKWDVTVLELSYHK
RHLDRPVFLRFWETLDRYMVKHKSHLRFGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTKDKYRVVYTDHQRLELEKEFHYSRY
ITIRRKAELAATLGLSERQVKIWFQNRRAKERKSNKKKLQQ
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPADKYRVVYTDHQRLELEKEFHYSRYITIR
RKAELAATLGLSERQVKIWFQNRRAKERK
MSGLNDIFEAQKIEWHEGSAGGSGAYRYRDIVVRKQDGF THILLSTKSSENNSLNPEV
MREVQSALSTAAADDSKLVLLSAVGSVFCCGLDFIYFIRRLTDDRKRESTKMAEAIRNFV
NTFIQFKKPIIVAVNGPAIGLGASILPLCDVVWANEKAWFQTPYTTFGQSPDGCSTVMFP
KIMGGASANEMLLSGRKLTAQEACGKGLVSQVFWPGTFTQEVMVRIKELASCNPVVLE
ESKALVRCNMKMELEQANERECEVLKKIWGSAQGMDSMLKYLQRKIDEFGGSGHHHH
HH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKHSDEYKIRRERNNIAVRKSRDKAKMR
NLETQHKVLELTAENERLQKKVEQLSRELSTLRNLFK
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARNSDEYRQRRERNNMAVKKSRLKSKQ
KAQDTLQRVNQLKEENERLEAKIKLLTKELSVLKDLF
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDRNSDEYRQRRERNNMAVKKSRLKS
KQKAQDTLQRVNQLKEENERLEAKIKLLTKELSVLKDLFLEHAHNLADNVQSISTENTTA
DGDNAGQ
MHHHHHHHHHHDLGTENLYFQSMREEKKTKDLFELDDDFTAMYKVLDVVKAHKDSWP
FLEPVDESYAPNYYQIIKAPMDISSMEKKLNGGLYCTKEEFVNDMKTMFRNCRKYNGE
SSEYTKMSDNLERCFHRAMMKHSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHSSGVDLGTENLYFQSMPNSPMREEKKTKDLFELDDDFTAMYKVLDV
VKAHKDSWPFLEPVDESYAPNYYQIIKAPMDISSMEKKLNGGLYCTKEEFVNDMKTMF
RNCRKYNGESSEYTKMSDNLERCFHRAMMKHFPGED
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPEQSRNVLQFTEEKEAFISEEEIAKY
MKRGKGKYYCKICCCRAMKKGAVLHHLVNKHNVHSPYKCTICGKAFLLESLLKNHVAA
HGQSLLKCPRCNFESNFPRGFKKHLTHCQSRHNEEANKKLMEALEPPLEEQ
MSGLNDIFEAQKIEWHEGSAGGSGQPEEEEFETIERFMDCRIGRKGATGATTTIYAVEA
DGDPNAGFEKNKEPGEIQYLIKWKGWSHIHNTWETEETLKQQNVRGMKKLDNYKKKD
QETKRWLKNASPEDVEYYNCQQELTDDLHKQYQIVERIIAHSNQKSAAGYPDYYCKW
QGLPYSECSWEDGALISKKFQACIDEYFSRNQSKTTPGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEEEFETIERFMDCRIGRKGATGATTTI
YAVEADGDPNAGFEKNKEPGEIQYLIKWKGWSHIHNTWETEETLKQQNVRGMKKLDN
'YKKKDQETKRWLKNASPEDVEY
MSGLNDIFEAQKIEWHEGSAGGSGGEGVDEQQDNSETIEKVLDSRLGKKGATGASTT
VYAIEANGDPSGDFDTEKDEGEIQYLIKWKGWSYIHSTWESEESLQQQKVKGLKKLEN
FKKKEDEIKQWLGKVSPEDVEYFNCQQELASELNKQYQIVERVIAVKTSKSTLGQTDFP
AHSRKPAPSNEPEYLCKWMGLPYSECSWEDEALIGKKFQNCIDSFHSRNNSKTGGSG
HHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGVAGEEEVDGYETDHQDYCEVCQQGGEIILCDTC
PRAYHLVCLDPELDRAPEGKWSCPHCEKEGVQWEAKEEEEEYEEEGEEEGEKEEED
DHMEYCRVCKDGGELLCCDACISSYHIHCLNPPLPDIPNGEWLCPRCTCPVLKGRVQK
ILHWRWGEPPVAVPAPQQADGNPDVPPPRPLQGRSEREFFVKWVGLSYWHCSWAKE
LQLEIFHLVMYRNYQRKNDMDEPPPLDYGSGEDDGKSDKRKVKDPHYAEMEEKYYRF
GIKPEWMTVHRIINHSVDKKGNYHYLVKWRDLPYDQSTWEEDEMNIPEYEEHKQSYW
RHRELIMGEDPAQPRKYKKGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGEEDDHHMEFCRVCKDGGELLCCDTCPSSYHIHC
LNPPLPEIPNGEWLCPRCTCPALKGKVQKILIWKWGQPPSPTPVPRPPDADPNTPSPK
PLEGRPERQFFVKWQGMSYWHCSWVSELQLELHCQVMFRNYQRKNDMDEPPSGDF
GGDEEKSRKRKNKDPKFAEMEERFYRYGIKPEWMMIHRILNHSVDKKGHVHYLIKWRD
LPYDQASWESEDVEIQDYDLFKQSYWNHRELMRGEEGGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGDSPSNTSQSEQQESVDAEGPVVEKIMSSRSVKK
QKESGEEVEIEEFYVKYKNFSYLHCQWASIEDLEKDKRIQQKIKRFKAKQGQNKFLSEIE
DELFNPDYVEVDRIMDFARSTDDRGEPVTHYLVKWCSLPYEDSTWERRQDIDQAKIEE
FEKLMSREPETERVERPPADDWKKSESSREYKNNNKLREYQLEGVNWLLGGSGHHH
HHH




HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

CREB3L4

CREBBP

CREBBP

CSNK2B

CXXC1

DBX2

DIDO1

DLX5

DNMT1

DNMT1

DNMT3A

DNMT3L

DOT1L

DPRX

DR1

EDF1

EED

EGR1

EHMT1

EHMT2

EP300

EPC1

ESR1

ESRRA

ESRRA

Q8TEY5

Q92793

Q92793

P67870

Q9POU4

QB6ZNG2

Q9BTCO

Q07687

P56178

P26358

P26358

Q9Y6K1

Q9UJIW3

Q8TEK3

ABNFQ7

Q01658

060869

075530

P18146

Q9H9B1

Q96KQ7

Q09472

Q9H2F5

P03372

P11474

P11474

HR7960.007

CREBBPA-A001

CREBBPA-A010

CSNK2B-A001

HR7807A.004

HR7911A.006

DIDO1-A001
DIx2

DIx5

DNMT1-A004

DNMT1-A003

DNMT3A_11-A002

DNMT3L-A001

DOT1L-A001

HR8202A.004

HR7601.001

HR7307A.001

EED-A001

HR4555D.006

EHMT1-A002

BAT8-A002

EP300A-A002

EPC1-A003

Esr1

HR7097C.001

Esrra

Rutgers

SGC

SGC

SGC

Rutgers

Rutgers

SGC

RAN

SGC

SGC

SGC

SGC

SGC

Rutgers

Rutgers

Rutgers

SGC

Rutgers

SGC

SGC

SGC

SGC

RAN

Rutgers

RAN

36628.35

19270.83

19295.88

28395.01

13635.33

12143.88

28903.27

6798.95

6736.92

36820.97

52362.93

22175.85

46805.13

53007.12

12331.14

23314.85

12562.33

49544.93

10357.7

41896.05

43783.35

19713.3

25364.45

8149.39

29158.56

7817.21

5.1286

6.5704

6.5704

5.9558
6.8362

10.9474

4.7694

124777

11.9996

4.6025

5.5852

6.433

5.9806

9.1461
10.2493

4.7974

10.1024

7.4055
9.0455

6.2495

6.0446

6.5704

6.1785

8.7488

5.1879

8.9737

bZip

Bromodomain

Bromodomain

Misc

PHD

Homeobox

PHD
Homeobox

Homeobox

Misc

Zinc Finger

PWWP

Misc

Homeobox

Misc

Misc

WD40

Zinc Finger

SET

Misc

Bromodomain

Misc

Zinc Finger

Hormone Receptor

Zinc Finger
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pass

fail

pass

pass.

pass

fail

fail

pass

pass

pass.

pass

pass

pass

pass.

pass

pass.

pass

pass.

fail

pass

pass

pass.

pass

pass

pass

pass.

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDLGIPDLLDAWLEPPEEIFSTGSVLEL
GLHCPPPEVPVTRLQEQGLQGWKSGGDRGCGLQESEPEDFLKLFIDPNEVYCSEASP
GSDSGISEDPCHPDSPPAPRATSSPMLYEVVYEAGALERMQGETGPNVGLISIQLDQW
SPAFMVPDSCMVSELPFDAHAHILPRAGTVAPVPCTTLLPCQTLFLTDEEKRLLGQEGV
SLPSHLPLTKAEERVLKKVRRKIRNKQSAQDSRRRKKEYIDGLESRVAACSAQNQELQK
KVQELERHNISLVAQLRQLQTLIAQTSNKAAQTSTCV
MHHHHHHHHHHDLGTENLYFQSMRKKIFKPEELRQALMPTLEALYRQDPESLPFRQPV
DPQLLGIPDYFDIVKSPMDLSTIKRKLDTGQYQEPWQYVDDVWLMFNNAWLYNRKTSR
VYKYCSKLAEVFEQEIDPVMQSLGSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMRKKIFKPEELRQALMPTLEALYRQDPESLPFRQPV
DPQLLGIPDYFDIVKNPMDLSTIKRKLDTGQYQEPWQYVDDIWLMFNNAWLYNRKTSR
VYKFCSKLAEVFEQEIDPVMQSLGSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWF i i gineqvphyr

spvktirGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEDSKSENGENAPIYCICRKPDINCFMI
GCDNCNEWFHGDCIRITEKMAKAIREWYCRECREKDPKLEIRYRHKKSRERDG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDSNSKARRGILRRAVFSEDQRKALEK
MFQKQKYISKTDRKKLAINLGLKESQVKIWFQNRRMKWRNS
MSGLNDIFEAQKIEWHEGSAGGSGTSCPATDAETASEGSVESASETRSGPQSASTAVK
ERpassEKVKGGDDHDDTSDSDSDGLTLKELQNRLRRKREQEPTERPLKGIQSRLRKK
RREEGPAETVGSEASDTVEGVLPSKQEPENDQGVVSQAGKDDRESKLEGKAAQDIKD
EEPGDLGRPKPECEGYDPNALYCICRQPHNNRFMICCDRCEEWFHGDCVGISEARGR
LLERNGEDYICPNCTILQVQDETHSGGSGHHHHHH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARKPRTIYSSFQLAALQRRFQKTQYLALP
ERAELAASLGLTQTQVKIWFQNRRSKFKK
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARKPRTIYSSFQLAALQRRFQKTQYLALP
ERAELAASLGLTQTQVKIWFQNKRSKIKK
MSGLNDIFEAQKIEWHEGSAGGSGPKCIQCGQYLDDPDLKYGQHPPDAVDEPQMLTN
EKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYD
DDPSLEGGVNGKNLGPINEWWITGFDGGEKALIGFSTSFAEYILMDPSPEYAPIFGLMQ
EKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFVVEQVESY
DEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKDRGPTKATTTKL
VYQIFDTFFAEQIEKDDREDKEGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMPKCIQCGQYLDDPDLKYGQHPPDAVDEPQMLTN
EKLSIFDANESGFESYEALPQHKLTCFSVYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYD
DDPSLEGGVNGKNLGPINEWWITGFDGGEKALIGFSTSFAEYILMDPSPEYAPIFGLMQ
EKIYISKIVVEFLQSNSDSTYEDLINKIETTVPPSGLNLNRFTEDSLLRHAQFVVEQVESY
DEAGDSDEQPIFLTPCMRDLIKLAGVTLGQRRAQARRQTIRHSTREKDRGPTKATTTKL
VYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCEVCQQPECGKCKACKDMVKFGGSG
RSKQACQERRCPNMAMKEADDDEEVDDNIPEMPSPKKMHQGKKKKQNKNRISWVGE
AVKTDGKKSYYKKVCIDAETLEVGDCVSVIPSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMGDDEPEYEDGRGFGIGELVWGKLRGFSWWPGRI
VSWWMTGRSRAAEGTRWVMWFGDGKFSVVCVEKLMPLSSFCSAFHQATYNKQPMY
RKAIYEVLQVASSRAGKLFPVCHDSDESDTAKAVEVQNKPMIEWALGGFQPSGPKGLE
PPEESSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGAAIPALDPEAEPSMDVILVGSSELSSSVSPGTGRD
LIAYEVKANQRNIEDICICCGSLQVHTQHPLFEGGICAPCKDKFLDALFLYDDDGYQSYC
SICCSGETLLICGNPDCTRCYCFECVDSLVGPGTSGKVHAMSNWVCYLCLPSSRSGLL
QRRRKWRSQLKAFYDRESENPLEMFETVPVWRRQPVRVLSLFEDIKKELTSLGFLESG
SDPGQLKHVVDVTDTVRKDVEEWGPFDLVYGATPPLGHTCDRPPSWYLFQFHRLLQY
ARPKPGSPGPFFWMFVDNLVLNKEDLDVASRFLEMEPVTIPDVHGGSLQNAVRVWSNI
PAIRSRHWALVSEEELSLLAQNKQSSKLAAKWPTKLVKNCFLPLREYFKYFSTELTSSLG
GSGHHHHHH

MHHHHHHHHHHDLGTENLYFQSMGEKLELRLKSPVGAEPAVYPWPLPVYDKHHDAAH
EIIETIRWVCEEIPDLKLAMENYVLIDYDTKSFESMQRLCDKYNRAIDSIHQLWKGTTQP
MKLNTRPSTGLLRHILQQVYNHSVTDPEKLNNYEPFSPEVYGETSFDLVAQMIDEIKMT
DDDLFVDLGSGVGQVVLQVAAATNCKHHYGVEKADIPAKYAETMDREFRKWMKWY GK
KHAEYTLERGDFLSEEWRERIANTSVIFVNNFAFGPEVDHQLKERFANMKEGGRIVSSK
PFAPLNFRINSRNLSDIGTIMRVVELSPLKGSVSWTGKPVSYYLHTIDRTILENYFSSLKN
PKLREEQEAARRRQQRESKSNAATPTKGPEGKVAGPADAPMDSGAEEEKAGAATVKK
PSPSKARKKKLNKKGRKMAGRKRGRPKKMNTASSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMHSHRKRTMFTKKQLEDLNILFNENPY
PNPSLQKEMASKIDIHPTVLQVWFKNHRAKLKKAKCKHIHQKQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMASSSGNDDDLTIPRAAINKMIKETLPN
VRVANDARELVVNCCTEFIHLISSEANEICNKSEKKTISPEHVIQALESLGFGSYISEVKE
VLQECKTVALKRRKASSRLENLGIPEEELLRQQQELFAKARQQQAELAQQEWLQMQQ
AAQQAQLAAASASASNQAGSSQDEEDDDDI
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDRVTLEVGKVIQQGRQSKGLTQKDLA
TKINEKPQVIADYESGRAIPNNQVLGKIERAIGLKLRGKDIGKPIEKGPRAK
MSGLNDIFEAQKIEWHEGSAGGSGDAVSIESGTNTERPDTPTNTPNAPGRKSWGKGK
WKSKKCKYSFKCVNSLKEDHNQPLFGVQFNWHSKEGDPLVFATVGSNRVTLYECHSQ
GEIRLLQSYVDADADENFYTCAWTYDSNTSHPLLAVAGSRGIIRIINPITMQCIKHYVGHG
NAINELKFHPRDPNLLLSVSKDHALRLWNIQTDTLVAIFGGVEGHRDEVLSADYDLLGEK
IMSCGMDHSLKLWRINSKRMMNAIKESYDYNPNKTNRPFISQKIHFPDFSTRDIHRNYV
DCVRWLGDLILSKSCENAIVCWKPGKMEDDIDKIKPSESNVTILGRFDYSQCDIWYMRF
SMDFWQKMLALGNQVGKLYVWDLEVEDPHKAKCTTLTHHKCGAAIRQTSFSRDSSILI
AVCDDASIWRWDRLRGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPFQCRICMRNFSRSDHLTTHIRTHT
GEKPFACDICGRKFARSDERKRHTKIH
MHHHHHHHHHHDLGTENLYFQSMDVTLKNKEGETPLQCASLNSQVWSALQMSKALQ
DSAPDRPSPVERIVSRDIARGYERIPIPCVNAVDSEPCPSNYKYVSQNCVTSPMNIDRNI
THLQYCVCIDDCSSSNCMCGQLSMRCWYDKDGRLLPEFNMAEPPLIFECNHACSCW
RNCRNRVVQNGLRARLQLYRTRDMGWGVRSLQDIPPGTFVCEYVGELISDSEADVRE
EDSYLFDLDNKDGEVYCIDARFYGNVSRFINHHCEPNLVPVRVFMAHQDLRFPRIAFFS
TRLIEAGEQLGFDYGERFWDIKGKLFSCRCGSPKCRHSSAALAQRQASAAQEAQEDG
SSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMNPELRNKEGDTAWDLTPERSDVWFALQLNRKLRL
GVGNRAIRTEKIICRDVARGYENVPIPCYNGVDGEPCPEDYKYISENCETSTMNIDRNIT
HLQHCTCVDDCSSSNCLCGQLSIRCWYDKDGRLLQEFNKIEPPLIFECNQACSCWRN
CKNRVVQSGIKVRLOLYRTAKMGWGVRALQTIPQGTFICEYVGELISDAEADVREDDSY
LFDLDNKDGEVYCIDARYYGNISRFINHLCDPNIIPVRVFMLHQDLRFPRIAFFSSRDIRT
GEELGFDYGDRFWDIKSKYFTCQCGSEKCKHSAEAIALEQSRLARLDPHPELLPELGS
LPPVNTSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMAPGQSKKKIFKPEELRQALMPTLEALYRQDPESL
PFRQPVDPQLLGIPDYFDIVKSPMDLSTIKRKLDTGQYQEPWQYVDDIWLMFNNAWLY
NRKTSRVYKYCSKLSEVFEQEIDPVMQSLGSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGQMPTGMEKEEESEHHLQRAISAQQVYGEKRDN
MVIPVPEAESNIAYYESIYPGEFKMPKQLIHIQPFSLDAEQPDYDLDSEDEVFVNKLKKK
MDICPLQFEEMIDRLEKGSGQQPVSLQEAKLLLKEDDELIREVYEYWIKKRKNCRGPSLI
PSVKQEKRDGSSTNDPYVAFRRRTEKMQTRKNRKGGSGHHHHHH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARYCAVCNDYASGYHYGVWSCEGCKAF
FKRSIQGHNDYMCPATNQCTIDKNRRKSCQACRLRKCYEVGMMK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPVNALVSHLLVVEPEKLYAMPDPAGP
DGHLPAVATLCDLFDREIVVTISWAKSIPGFSSLSLSDQMSVLQSVWMEVLVLGVAQRS
LPLQDELAFAEDLVLDEEGARAAGLGELGAALLQLVRRLQALRLEREEYVLLKALALAN
SDSVHIEDAEAVEQLREALHEALLEYEAGRAGPGGGAERRRAGRLLLTLPLLRQTAGKV
LAHFYGVKLEGKVPMHKLFLEKLEAMMD
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARLCLVCGDVASGYHYGVASCEACKAFF
KRTIQGSIEYSCPASNECEITKRRRKACQACRFTKCLRVGMLK



construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSMPKRLCLVCGDIASGYHYGVASCEA
CKAFFKRTIQGNIEYSCPATNECEITKRRRKSCQACRFMKCLKVGMLKEGVRLDRVRG

MSGLNDIFEAQKIEWHEGSAGGSGFMVEDETVLHNIPYMGDEVLDQDGTFIEELIKNYD
GKVHGDRECGFINDEIFVELVNALGQYNDDDDDDDGDDPEEREEKQKDLEDHRDDKE
SRPPRKFPSDKIFEAISSMFPDKGTAEELKEKYKELTEQQLPGALPPECTPNIDGPNAKS
VQREQSLHSFHTLFCRRCFKYDCFLHRKCNYSFHATPNTYKRKNTETALDNKPCGPQ
CYQHLEGAKEFAAALTAERIKTPPKRPGGRRRGRLPNNSSRPSTPTINVLESKDTDSDR
EAGTETGGENNDKEEEEKKDET: QTPIKMKPNIEPPEN AEASM
FRVLIGTYYDNFCAIARLIGTKTCRQVYEFRVKESSIIAPAPAEDVDTPPRKKKRKHRLWA
AHCRKIQLKKDGSSNHVYNYQPCDHPRQPCDSSCPCVIAQNFCEKFCQCSSECQNRF
PGCRCKAQCNTKQCPCYLAVRECDPDLCLTCGAADHWDSKNVSCKNCSIQRGSKKHL
LLAPSDVAGWGIFIKDPVQKNEFISEYCGEIISQDEADRRGKVYDKYMCSFLFNLNNDF
VVDATRKGNKIRFANHSVNPNCYAKVMMVNGDHRIGIFAKRAIQTGEELFFDYRYSQAD
ALKYVGIEREMEIPGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGSPNAKPKVFTCEVCGKVFNAHYNL
TRHMPVHTGARPFVCKVCGKGFRQASTLCRHKIIHTQEKPHKCNQCGKAFNRSSTLNT
HTRIHAGYKPFVCEFCGKGFHQKGNYKNHKLTHSGEKQFKCNICNKAFHQVYNLTFHM
HTHNDKKPFTCPTCGKGFCRNFDLKKHVRKLHDSSLGLARTPAGEPG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPSEDTLYQCDCGTFFASAAALASHLE
AHSGPATYGCGHCGALYAALAALEEHRRVSHGEGGGEEAATAAREREPASGEPPSGS
GRGKKIFGCSECEKLFRSPRDLERHVLVHTGEKPFPCLECGKFFRHECYLKRHRLLHG
TERPFPCHICGKGFITLSNLSRHLKLHRG

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPPNMTTNERRVIVPADPTLWTQEHVR
QWLEWAIKEYSLMEIDTSFFQNMDGKELCKMNKEDFLRATTLYNTEVLLSHLSYLRESS

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVKPPYSYIALITMAILQSPQKKLTLSGI
CEFISNRFPYYREKFPAWQNSIRHNLSLNDCFVKIPREPGNPGKGNYWTLDPQSEDMF

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPPYSYIALIVMAIQSSPSKRLTLSEIYQ
FLQARFPFFRGAYQGWKNSVRHNLSLNECFIKLPKGLGRPGKGHYWTIDPASEFMFEE

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDGKPRYSYATLITYAINSSPAKKMTLS
EIYRWICDNFPYYKNAGIGWKNSIRHNLSLNKCFRKVPRPRDDPGKGSYWTIDTCPDIS

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLYGHGVCKWPGCEAVCEDFQSFLK
HLNSEHALDDRSTAQCRVQMQVVQQLELQLAKDKERLQAMMTHLHVKSTEPKAAPQP
LNLVSSVTLSKSASEASPQSLPHTPTTPTAPLTPVTQGPSVITTTSMHTVGPIRRRYSDK
YNVPISSADIAQNQEFYKNAEVRPPFTYASLIRQAILESPEKQLTLNEIYNWFTRMFAYFR
RNAATWKNAVRHNLSLHKCFVRVENVKGAVWTVDEVEF
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTSKASPPITHHSIVNGQSSVLSARRD
SSSHEETGASHTLYGHGVCKWPGCESICEDFGQFLKHLNNEHALDDRSTAQCRVQMQ
VVQQLEIQLSKERERLQAMMTHLHM
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLY GHGECKWPGCETLCEDLGQFIK
HLNTEHALDDRSTAQCRVQMQVVQQLEIQLAKESERLQAMMAHLHMRPSEPKPFSQP
LNPVPGSSSFSKVTVSAADSFPDGLVHPPTSAAAPVTPLRPPGLGSASLHGGGPARRR
SSDKFCSPISSELAQNHEFYKNADVRPPFTYASLIRQAILETPDRQLTLNEIYNWFTRMF
AYFRRNTATWKNAVRHNLSLHKCFVRVENVKGAVWTVDER

MSGLNDIFEAQKIEW P AFYKGFVKDVHEDSVTIFFENNW
QSERQIPFGDVRLPPPADYNKEITEGDEVEVYSRANEQEPCGWWLARVRMMKGDFYV
IEYAACDATYNEIVTLERLRPVNPNPLATKGSFGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTGAEEGAPVTAGVTAPGGKSRRRRT
AFTSEQLLELEKEFHCKKYLSLTERSQIAHALKLSEVQVKIWFQNRRAKWKRIKAGNV

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSNEKPYVCKLPGCTKRYTDPSSLRK
HVKTVHGPDAHVTKRHRGDGPLPRAPSISTVEPKREREGGPIREESRLTVPEGAMKPQ
PSPGAQSSCSSI NTDSGVEMT TEDLSSLDEGPCIAGTGLSTLR
RLENLRLDQLHQLRPIGTRGLK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMETNCHWEGCAREFDTQEQLVHHINN
DHIHGEKKEFVCRWLDCSREQKPFKAQYMLVVHMRRHTGEKPHKCTFEGCTKAYSRL
ENLKTHLRSHTGEKPYVCEHEGCNKAFSNASDRAKHQNRTHSNEKPYVCKIPGCTKR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLTPPKDKCLSPDLPLPKQLVCRWAKC
NQLFELLQDLVDHVNDYHVKPEKDAGYCCHWEGCARHGRGFNARYKMLIHIRTHTNE
KPHRCPTCSKSFSRLENLKIHNRSHTGEKPYVCPYEGCNKRYSNSSDRFKHTRTHYVD
KPYYCKMPGCHKRYTDPSSLRKHIKAHG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEAEIVYPITCGDSRANLIWRKFVCPGI
NVKCVQYDEHVISPKEFVHLAGKSTLKDWKRAIRMNGIMLRKIMDSGELDFYQHDKVC

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMQPGKYSQLVVETIRRLGERNGSSLAK
IYTEAKKVPWFDQQNGRTYLKYSIKALVONDTLLQVKGTGANGSFKLNRKKLEG
MSGLNDIFEAQKIEWHEGSAGGSGSTGTRESKPDALAGRQEASADCQDVISMTANRL
SAVIQAFYMCCSCQMPPGMTSPRFIEFVCKHDEVLKCFVNRNPKIIFDHFHFLLECPEL
MSRFMHIIKAQPFKDRCEWFYEHLHSGQPDSDMVHRPVNENDILLVHRDSIFRSSCEV
VSKANCAKLKQGIAVRFHGEEGMGQGVVREWFDILSNEIVNPDYALFTQSADGTTFQP
NSNSYVNPDHLNYFRFAGQILGLALNHRQLVNIYFTRSFYKHILGIPVNYQDVASIDPEYA
KNLQWILDNDISDLGLELTFSVETDVFGAMEEVPLKPGGGSILVTQNNKAEYVQLVTELR
MTRAIQPQINAFLQGFHMFIPPSLIQLFDEYELELLLSGMPEIDVSDWIKNTEYTSGYER
EDPVIQWFWEVVEDITQEERVLLLQFVTGSSRVPHGGFANIMGGSGLQNFTIAAVPYTP
NLLPTSSTCINMLKLPEYPSKEILKDRLLVALHCGSYGYTMAGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGTFPVSVQEPPTKPRFTTGLVYDTLMLKHQCTCGS
SSSHPEHAGRIQSIWSRLQETGLRGKCECIRGRKATLEELQTVHSEAHTLLYGTNPLNR
QKLDSKKLLGSLASVFVRLPCGGVGVDSDTIWNEVHSAGAARLAVGCVVELVFKVATG
ELKNGFAVVRPPGHHAEESTPMGFCYFNSVAVAAKLLQQRLSVSKILIVDWDVHHGNG
TQQAFYSDPSVLYMSLHRYDDGNFFPGSGAPDEVGTGPGVGFNVNMAFTGGLDPPM
GDAEYLAAFRTVVMPIASEFAPDVVLVSSGFDAVEGHPTPLGGYNLSARCFGYLTKQL
MGLAGGRIVLALEGGHDLTAICDASEACVSALLGNELDPLPEKVLQQRPNANAVRSME
KVMEIHSKYWRCLQRTTSTAGRSLIEAQTCENEEAETVTAMASLSVGVKPAEGGSGHH

MSGLNDIFEAQKIEWHEGSAGGSGRTQSSPAAPGGMKSPPDQPVKHLFTTGVVYDTF
MLKHQCMCGNTHVHPEHAGRIQSIWSRLQETGLLSKCERIRGRKATLDEIQTVHSEYH
TLLYGTSPLNRQKLDSKKLLGPISQKMYAVLPCGGIGVDSDTVWNEMHSSSAVRMAVG
CLLELAFKVAAGELKNGFAIIRPPGHHAEESTAMGFCFFNSVAITAKLLQQKLNVGKVLIV
DWDIHHGNGTQQAFYNDPSVLYISLHRYDNGNFFPGSGAPEEVGGGPGVGYNVNVA
WTGGVDPPIGDVEYLTAFRTVVMPIAHEFSPDVVLVSAGFDAVEGHLSPLGGYSVTARC
FGHLTRQLMTLAGGRVVLALEGGHDLTAICDASEACVSALLSVELQPLDEAVLQQKPNI
NAVATLEKVIEIQSKHWSCVQKFAAGLGRGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGRAQSSPAAPASLSAPEPASQARVLSSSETPARTL
PFTTGLIYDSVMLKHQCSCGDNSRHPEHAGRIQSIWSRLQERGLRSQCECLRGRKASL
EELQSVHSERHVLLYGTNPLSRLKLDNGKLAGLLAQRMFVMLPCGGVGVDTDTIWNEL
HSSNAARWAAGSVTDLAFKVASRELKNGFAVVRPPGHHADHSTAMGFCFFNSVAIACR
QLQQQSKASKILIVDWDVHHGNGTQQTFYQDPSVLYISLHRHDDGNFFPGSGAVDEVG
AGSGEGFNVNVAWAGGLDPPMGDPEYLAAFRIVVMPIAREFSPDLVLVSAGFDAAEGH
PAPLGGYHVSAKCFGYMTQQLMNLAGGAVVLALEGGHDLTAICDASEACVAALLGNRV
DPL! QKPNLNAIRSLEAVIRVHSKYWGCMQRLASGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGPHAFKPGDLVFAKMKGYPHWPARIDDIADGAVKP
PPNKYPIFFFGTHETAFLGPKDLFPYDKCKDKYGKPNKRKGFNEGLWEIQNNPHASYS

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKYRAGFSECMNEVTRFLSTCEGVNT

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPANRLRKPVVEKMRRDRINSSIEQLKLLLE
QEFARHQPNSKLEKADILEMAVSYLKHSK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKGGQVRFSNDQTIELEKKFETQKYLS
PPERKRLAKMLQLSERQVKTWFQNRRAKWRR

HGCN Uniprot ID Antigen ID Antigen Source MW (Da) pl Common Domain Names Primary Validation (passi/fail)
9.1765
ESRRG P62508 HR7566D.001 Rutgers 15177.49 Zinc Finger fail GRQKYKRRIDAENS
EZH2 Q15910 EZH2-A001 SGC 75538.31  6.1132 SET fail
9.9952
FEZF1 AOPJY2 HR6968B.004 Rutgers 25279.95 Zinc Finger fail
7.3244
Fiz1 Q96SL8 HR8078B.003 Rutgers 2254333 Zinc Finger pass
5.9556
FLI1 Q01543 HR4739B.004 Rutgers 14140.89 Misc pass
9.0849
FOXD3 Q9UJUS HR7150A.003 Rutgers 15400.49 Fork Head pass DNGSFLRRRKR
8.4882
FOXF2 Q12947 HR7975A.002 Rutgers 14422.4 Fork Head pass GSFR
9.738
FOXJ2 Q9POK8 HR8000A.001 Rutgers 14565.48 Fork Head fail RKRR
7.7457
FOXP1 QOH334 HR7590B.002 Rutgers 31282.46 Fork Head pass
6.7573 NA
FOXP2 015409 HR7934B.006 Rutgers 16138.96 pass
7.7256
FOXP4 Q8IVH2 HR6897B.001 Rutgers 30951.98 Fork Head pass
FXR2 P51116 FXR2-A001 SGC 17590.41  5.0307 Misc pass
GBX1 Q14549 HR8231A.006 Rutgers 13397.2 10.1766 Homeobox fail
7.7499
GLI1 P08151 HR7937B.001 Rutgers 21226.62 Zinc Finger fail
8.3013
GLI3 P10071 HR7118B.006 Rutgers 22297 Zinc Finger pass YTDPSSLRKHVKTVHGP
9.0157
GLIS2 Q9BZEO HR7416A.002 Rutgers 23880.16 Zinc Finger pass
7.3431
GMEB2 Q9UKD1 HR7418A.009 Rutgers 14420.5 Misc pass SNTCR
H1FX Q92522 HR7057A.008 Rutgers 13031.74 IR Misc pass
HACE1 Qs8lyu2 HACE1-A001 SGC 59069.01  5.1977 Misc pass
HDAC4 P56524 HDAC4-A003 SGC 50076.66 6.38 Hist Deacetyl pass HHHH
HDACS QouQLe HDAC5-A003 SGC 47986.5  6.8035 Hist Deacetyl fail
HDAC7 Q8wuI4 HDAC7-A003 SGC 48773.9 6.8535 Hist Deacetyl pass
HDGF2 Q724V5 HDGF2-A001 SGC 13960.57  8.1701 PWwWP pass GGSGHHHHHH
HES1 Q14469 HR7299A.007 Rutgers 9079.19 GESR Misc pass EVRTRLLGHLANYMTQIHV
HES5 Q5TA89 Hes5 RAN 6815.96  10.7019 Misc pass
HHEX Q03014 HR7851A.001 Rutgers 1105353 105849 Homeobox fail
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construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKGGQVRFSNDQTIELEKKFETQKYLS
PPERKRLAKMLQLSERQVKTWFQNRRAKWRR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPKVFVPRPSQVSLKPTEEAHKKERKP
QKPGKYICQYCSRPCAKPSVLQKHIRSHTGERPYPCGPCGFSFKTKSNLYKHRKSHAH
RIKAGLASGMGGEMYPHGLEMERIPGE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPQTYKRKRSWSRAVFSNLQRKGLEK
RFEIQKYVTKPDRKQLAAMLGLTDAQVKVWFQNRRMKWRHS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPRGKMSSYAFFVQTCREEHKKKHP
DASVNFSEFSKKCSERWKTMSAKEKGKFEDMAKADKARYEREMKTY
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGKGDPNKPRGKMSSYAFFVQTCREE
HKKKHPDSSVNFAEFSKKCSERWKTMSAKEKSKFEDMAKSDKARYDREMKN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLHTDGHSEKKKKKEEKDKERERGEK
PKKKNMSAYQVFCKEYRVTIVADHPGIDFGELSKKLAEVWKQLPEKDKLIWKQKAQYL

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARRNRFKWGPASQQILYQAYDRQKNPS
KEEREALVEECNRAECLQRGVSPSKAHGLGSNLVTEVRVYNWFANRRKEE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSLPSINALLQAEVLSRQITSPVSGING
DIRAKKIASIADVCESMKEQLLVLVEWAKYIPAFCELPLDDQVALLRAHAGEHLLLGATKR
SMVFKDVLLLGNDYIVPRHCPELAEMSRVSIRILDELVLPFQELQIDDNEYAYLKAIIFFDP
DAKGLSDPGKIKRLRSQVQVSLEDYINDRQYDSRGRFGELLLLLPTLQSITWQMIEQIQF

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAALCAICGDRATGKHYGASSCDGCKGFF
RRSVRKNHMYSCRFSRQCVVDKDKRNQCRYCRLKKCFRAGMKK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPYTKHQTLELEKEFLFNMYLTRERRL
EISRSVHLTDRQVKIWFQNRRMKLKKMNRE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSSKRAHTAYTSAQLVELEKEFHFNRY
LCRPRRVEMANLLNLTERQIKIWLOQNRRMKYKKDQKGKGMLTSSGGQSPSR
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKRARTAYTRYQTLELEKEFHFNRYLTRR
RRIEIAHALCLSERQIKIWFQNRRMKWKK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTSAQLVELDKEFHFNRYLCRPRRVE
MANLLNLIKRQIKIWFQNRRMKYKKDQKAKGL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMYTRYQTLELEKEFHFNRYLTRRRRIEI
AHALCLSERQIKIWFQNRRMKWKKDNKLKS
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKRARTAYTRYQTLELEKEFHFNRYLTRR
RRIEIAHALCLSERQIKIWFQNRRMKWKK
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARRGRQTYTRYQTLELEKEFHYNRYLTR
RRRIEIAHALCLTERQIKIWFQNRRMKWKK
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARKKRCPYTKYQTLELEKEFLFNMYLTR
DRRHEVARLLNLSERQVKIWFQNRRMKMKK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSSSAVAPQRSRKKRCPYTKYQIRELE
REFFFNVYINKEKRLQLSRMLNLTDRQVKIWFQNRRMKEKKLNR
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARKKRCPYTKYQIRELEREFFFNVYINKE
KRLQLSRMLNLTDRQVKIWFQNRRMKEKK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGESCEDKSPPGPASKRVRTAYTSAQL
VELEKEFHFNRYLCRPRRVEMANLLNLTERQIKIWFQNRRMKYKKDQKAKG

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPGSTSGGRGSEIFVCPYCHKKFRRQ
AYLRKHLSTHEAGSARALAPGFGSERGAPLAFACPLCGAHFPTADIREKHRLWHAVRE
ELLLPALAGAPPETSGPSGPSDGSAQQIFSCKHCPSTFFSSPGLTRHINKCHPSESRQV

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPVERMRMRPWLEEQINSNTIPGLKW
LNKEKKIFQIPWMHAARHGWDVEKDAPLFRNWAIHTGKHQPGVDKPDPKTWKANFRC
AMNSLPDIEEVKDKSIKKGNNAFRVYRMLP
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARMRMRPWLEEQINSNTIPGLKWLNKEK
KIFQIPWMHAARHGWDVEKDAPLFRNWAIHTGKHQPGVDKPDPKTWKANFRCAMNS
LPDIEEVKDKSIKKGNNAFRVYRMLPL
MHHHHHHEFMSGLNDIFEAQKIEWHEGSAGGSGENLYFQGMALHPRRVRLKPWLVAQ
VDSGLYPGLIWLHRDSKRFQIPWKHATRHSPQQEEENTIFKAWAVETGKYQEGVDDPD
PAKWKAQLRCALNKSREFNLMYDGTKEVPMNPVKIYQVCDIPQPQGSIINPGSTGSAP
WDEKDNDVDEEDEEDELDQSQHHVPIQDTFPFLNINGSPMAPASVGNCSVGNCSPEA
VWPKTEPLEMEVPQAPIQPFYSSPELWISSLPMTDLDIKFQYRGKEYGQTMTVSNPQG
CRLFYGDLGPMPDQEELFGPVSLEQVKFPGPEHITNEKQKLFTSKLLDVMDRGLILEVS
GHAIYAIRLCQCKVYWSGPCAPSLVAPNLIERQKKVKLFCLETFLSDLIAHQKGQIEKQP
PFEIYLCFGEEWPDGKPLERKLILVQVIPVVARMIYEMFSGDFTRSFDSGSVRLQISTPDI
KDNIVAQLKQLYRILQTQESWQPMQPTPSMQLPPALPPQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMQRSLEFLLPPEPDYSLLLTFIYNGRVV
GEAQVQSLDCRLVAEPSGSESSMEQVLFPKPGPLEPTQRLLSQLERGILVASNPRGLF
VQRLCPIPISWNAPQAPPGPGPHLLPSNECVELFRTAYFCRDLVRYFQGLGPPPKFQVT
LNFWEESHGSSHTPQNLITVKMEQAFARYLLEQTPEQQAAILSLV
MSGLNDIFEAQKIEWHEGSAGGSGNHKSKKRIREAKRSARPELKDSLDWTRHNYYES
FSLSPAAVADNVERADALQLSVEEFVERYERPYKPVVLLNAQEGWSAQEKWTLERLKR
KYRNQKFKCGEDNDGYSVKMKMKYYIEYMESTRDDSPLYIFDSSYGEHPKRRKLLEDY
KVPKFFTDDLFQYAGEKRRPPYRWFVMGPPRSGTGIHIDPLGTSAWNALVQGHKRWC
LFPTSTPRELIKVTRDEGGNQQDEAITWFNVIYPRTQLPTWPPEFKPLEILQKPGETVFV
PGGWWHVVLNLDTTIAITQNFASSTNFPVVWHKTVRGRPKLSRKWYRILKQEHPELAV
LADSVDLQESTGIGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMELKDPDQLYTTLKNLLAQIKSHPSAWPFMEPVKK
SEAPDYYEVIRFPIDLKTMTERLRSRYYVTRKLFVADLQRVIANCREYNPPDSEYCRCA
SALEKFFYFKLKEGGLIDKSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHSSGVDLGTENLYFQSMGIIEFHVIGNSLTPKANRRVLLWLVGLQNVF
SHQLPRMPKEYIARLVFDPKHKTLALIKDGRVIGGICFRMFPTQGFTEIVFCAVTSNEQV
KGYGTHLMNHLKEYHIKHNILYFLTYADEYAIGYFKKQGFSKDIKVPKSRYLGYIKDYEGA

MHHHHHHHHHHSSGVDLGTENLYFQSMGKEKSKEPRDPDQLYSTLKSILQQVKSHQS
AWPFMEPVKRTEAPGYYEVIRFPMDLKTMSERLKNRYYVSKKLFMADLQRVFTNCKEY
NPPESEYYKCANILEKFFFSKIKEAGLIDSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGAAQGAAAAVAAGTSGVAGEGEPGPGENAAAEGT
APSPGRVSPPTPARGEPEVTVEIGETYLCRRPDSTWHSAEVIQSRVNDQEGREEFYVH
YVGFNRRLDEWVDKNRLALTKTVKDAVQKNSEKYLSELAEQPERKITRNQKRKHDEIN
HVQKTYAEMDPTTAALEKEHEAITKVKYVDKIHIGNYEIDAWYFSPFPEDYGKQPKLWL
CEYCLKYMKYEKSYRFHLGQCQWRQPPGKEIYRKSNISVHEVDGKDHKIYCQNLCLLA
KLFLDHKTLYFDVEPFVFYILTEVDRQGAHIVGYFSKEKESPDGNNVACILTLPPYQRRG
YGKFLIAFSYELSKLESTVGSPEKPLSDLGKLSYRSYWSWVLLENLRDFRGTLSIKDLS
QMTSITQNDIISTLQSLNMVKYWKGQHVICVTPKLVEEHLKSAQYKKPPITVDSVCLKWA
PPKHKQVKLSKKGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGEPEEERIRYSQRLRGTMRRRYEDDGISDDEIEGK
RTFDLEEKLHTNKYNANFVTFMEGKDFNVEYIQRGGLRDPLIFKNSDGLGIKMPDPDFT
VNDVKMCVGSRRMVDVMDVNTQKGIEMTMAQWTRYYETPEEEREKLYNVISLEFSHT
RLENMVQRPSTVDFIDWVDNMWPRHLKESQTESTNAILEMQYPKVQKYCLMSVRGCY
TDFHVDFGGTSVWYHIHQGGKVFWLIPPTAHNLELYENWLLSGKQGDIFLGDRVSDCQ
RIELKQGYTFVIPSGWIHAVYTPTDTLVFGGNFLHSFNIPMQLKIYNIEDRTRVPNKFRYP
FYYEMCWYVLERYVYCITNRSHLTKEFQKESLSMDLELNGLESGNGDEEAVDREPRRL
SSRRSVLTSPVANGVNLDYDGLGKTCRSLPSLKKTLAGDSSSDCSRGSHNGQVWDPQ
CAPRKDRQVHLTHFELEGLRCLVDKLESLPLHKKCVPTGIEDEDALIADVKILLEELANS

HGCN Uniprot ID Antigen ID Antigen Source MW (Da) pl Common Domain Names Primary Validation (passi/fail)
HHEX Q03014 HR7851A.006 Rutgers 11053.53 10.5849 Homeobox fail
9.9306
HIVEP3 Q5T1R4 HR7042B.004 Rutgers 16540.96 Zinc Finger fail
HLX Q14774 HRB8006A.005 Rutgers 12110.86 10-99 Homeobox pass
HMGB1 P09429 HR7828A.004 Rutgers 12479.08 AR HMG Box pass
HMGB2 P26583 HR8015A.001 Rutgers 12929.49 9.4801 HMG Box fail
9.5921
HMGXB4 Q9UGUS5 HR7956.001 Rutgers 14295.28 HMG Box fail QHK
HNF1B P35680 Hnf1b RAN 8980.04  10.0064 Homeobox pass
5.5327
HNF4A P41235 HR7522C.007 Rutgers 29968.68 Hormone Receptor pass IKLFGMAKIDNLLQEMLLGG
HNF4A P41235 Hnf4a RAN 8092.51 10.4752 Zinc Finger pass
HOXA10 P31260 HR8427A.001 Rutgers 11169.77 e Homeobox pass
HOXA3 043365 HR7187A.001 Rutgers 13100.88 10.3581 Homeobox pass
Hoxa5 P20719 Hoxa5 RAN 7369.65 11.7522 Homeobox pass
HOXB3 P14651 HR8135A.002 Rutgers 11067.76 10.2983 Homeobox pass
HOXB5 P09067 HR8261.004 Rutgers 11373.99 o202 Homeobox pass
HOXB5 P09067 Hoxb5 RAN 7369.65 11.7522 Homeobox pass
HOXB6 P17509 Hoxb6 RAN 7470.71 11.7034 Homeobox pass
Hoxb9 P17482 Hoxb9 RAN 7349.72 11.2138 Homeobox pass
10.7289
HOXD11 P31277 HR8017A.001 Rutgers 12783.65 Homeobox pass
HOXD11 P31277 Hoxd11 RAN 7426.79  11.2643 Homeobox pass
HOXD3 P31249 HR7220A.003 Rugers 1317496 770 Homeobox fail
HSF1 Q00613 HR3023C.031 Rutgers 59080.07 5.58 Misc fail
8.4339
INSM2 Q96T92 HR8043B.003 Rutgers 20485.23 Zinc Finger pass LLLQMPLRPGC
9.8384
IRF2 P14316 HR7043A.001 Rutgers 17289.81 Misc pass
IRF2 P14316 Irf2 RAN 13075.23  10.7405 Misc pass
5.1518
IRF6 014896 HR7755.001 Rutgers 57714.7 Misc pass
6.1113
IRF9 Q00978 HR7302A.002 Rutgers 25170.68 Misc pass
JMJD6 QBNYC1 PTDSRB-A001 SGC 43056.56 9.335 NLYA] pass
KAT2A Q92830 GCN5L2-A007 SGC 18584.11 7.3162 Bromodomain pass
KAT2A Q92830 GCN5L2A-A001 SGC 22465.99  9.3703 Misc fail TLMECELNPRIPYT
KAT2B Q92831 PCAFA-A003 SGC 19555.16  8.0104 Bromodomain pass
KAT8 Q9H7Z6 MYST1-A002 SGC 55699.01 7.9128 Misc pass
KDM2A Q9Y2K7 FBXL11A-A002 SGC 63297.31 5.782 JmJ pass
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HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

KDM2A

KDM3B

KDM4A

KDM4A

KDM4A

KDM4A

KDM4A

KDM4A

KDM4B

KDM4C

KDM4D

KDM5B

KDM5B

KDM5C

KDM6B

KDM6B

KDM6B

KDM7A

KDM8

Q9Y2K7

Q7LBC6

075164

075164

075164

075164

075164

075164

094953

Q9H3RO

Q6B0I6

Q9UGL1

Q9UGL1

P41229

015054

015054

015054

QB6ZMT4

Q8N371

FBXL11A-A001

JMJD1BA-A001

JMJD2AA-A017

JMJD2AA-A004

JMJD2AA-A001

JMJD2AA-A005

JMJD2AA-A006

JMJD2AA-A701

JMJD2BA-A002

JMJD2CA-A705

JMJD2DA-A003

HR7375C.003

HR7375C.010

JARID1CA-A001

JMJD3A-A005

JMJD3A-A025

JMJD3A-A037

KIAA1718C-A001

FLJ13798A-A001

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC
Rutgers

Rutgers

SGC

SGC

SGC

SGC

SGC

SGC

65137.46

40444.53

44265.35

45034.02

44370.42

19663.69

16571.08

15802.41

45063.91

16600.7

43751.56

10479.68

10479.68

16541.63

40884.43

40115.76

65339.1

54840.76

46585.05

5.9848

5.6602

7.367

7.2146

7.4492

5.2593

4.5926

4.5394

6.8465

6.2866

7.4226
5.3859

5.3859

7.6

5.7602

5.7763

6.5809

6.6631

6.1245

JMJ

JmJ

JmJ

JmJ

JMJ

Misc

Misc

Misc

JMJ

Misc

JMJ

PHD

Misc

JMJ

JmJ

JMJ

PHD

Cupin
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pass

pass.

pass

pass

pass

pass.

pass

fail

pass

fail

pass

fail

fail

pass

pass

fail

pass

pass

pass

MHHHHHHHHHHDLGTENLYFQSMEPEEERIRYSQRLRGTMRRRYEDDGISDDEIEGK
RTFDLEEKLHTNKYNANFVTFMEGKDFNVEYIQRGGLRDPLIFKNSDGLGIKMPDPDFT
VNDVKMCVGSRRMVDVMDVNTQKGIEMTMAQWTRYYETPEEEREKLYNVISLEFSHT
RLENMVQRPSTVDFIDWVDNMWPRHLKESQTESTNAILEMQYPKVQKYCLMSVRGCY
TDFHVDFGGTSVWYHIHQGGKVFWLIPPTAHNLELYENWLLSGKQGDIFLGDRVSDCQ
RIELKQGYTFVIPSGWIHAVYTPTDTLVFGGNFLHSFNIPMQLKIYNIEDRTRVPNKFRYP
FYYEMCWYVLERYVYCITNRSHLTKEFQKESLSMDLELNGLESGNGDEEAVDREPRRL
SSRRSVLTSPVANGVNLDYDGLGKTCRSLPSLKKTLAGDSSSDCSRGSHNGQVWDPQ
CAPRKDRQVHLTHFELEGLRCLVDKLESLPLHKKCVPTGIEDEDALIADVKILLEELANS
DPKLALTGVPIVQWPSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGLLCLHDPSNKNNWKIFRECWKQGQPVLVSGVHK
KLKSELWKPEAFSQEFGDQDVDLVNCRNCAIISDVKVRDFWDGFEIICKRLRSEDGQP
MVLKLKDWPPGEDFRDMMPTRFEDLMENLPLPEYTKRDGRLNLASRLPSYFVRPDLG
PKMYNAYGLITAEDRRVGTTNLHLDVSDAVNVMVYVGIPIGEGAHDEEVLKTIDEGDAD
EVTKQRIHDGKEKPGALWHIYAAKDAEKIRELLRKVGEEQGQENPPDHDPIHDQSWYL
DQTLRKRLYEEYGVQGWAIVQFLGDAVFIPAGAPHQVHNLYSCIKVAEDFVSPEHVKGG
SGHHHHHH
MHHHHHHSSGVDLGTENLYFQSMASESETLNPSARIMTFYPTMEEFRNFSRYIAYIESQ
GAHRAGLAKVVPPKEWKPRASYDDIDDLVIPAPIQQLVTGQSGLFTQYNIQKKAMTVRE
FRKIANSDKYCTPRYSEFEELERKYWKNLTFNPPIYGADVNGTLYEKHVDEWNIGRLRT
ILDLVEKESGITIEGVNTPYLYFGMWKTSFAWHTEDMDLYSINYLHFGEPKSWYSVPPE
HGKRLERLAKGFFPGSAQSCEAFLRHKMTLISPLMLKKYGIPFDKVTQEAGEFMITFPY
GYHAGFNHGFNCAESTNFATRRWIEYGKQAVLCSCRKDMVKISMDVFVRKFQPERYKL
WKAGKDNTVIDHTLPTPEAAEFLKESEL
MSGLNDIFEAQKIEWHEGSAGGSGASESETLNPSARIMTFYPTMEEFRNFSRYIAYIES
QGAHRAGLAKVVPPKEWKPRASYDDIDDLVIPAPIQQLVTGQSGLFTQYNIQKKAMTVR
EFRKIANSDKYCTPRYSEFEELERKYWKNLTFNPPIYGADVNGTLYEKHVDEWNIGRLR
TILDLVEKESGITIEGVNTPYLYFGMWKTSFAWHTEDMDLYSINYLHFGEPKSWYSVPP
EHGKRLERLAKGFFPGSAQSCEAFLRHKMTLISPLMLKKYGIPFDKVTQEAGEFMITFP
'YGYHAGFNHGFNCAESTNFATRRWIEYGKQAVLCSCRKDMVKISMDVFVRKFQPERY
KLWKAGKDNTVIDHTLPTPEAAEFLKESELGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMASESETLNPSARIMTFYPTMEEFRNFSRYIAYIES
QGAHRAGLAKVVPPKEWKPRASYDDIDDLVIPAPIQQLVTGQSGLFTQYNIQKKAMTVR
EFRKIANSDKYCTPRYSEFEELERKYWKNLTFNPPIYGADVNGTLYEKHVDEWNIGRLR
TILDLVEKESGITIEGVNTPYLYFGMWKTSFAWHTEDMDLYSINYLHFGEPKSWYSVPP
EHGKRLERLAKGFFPGSAQSCEAFLRHKMTLISPLMLKKYGIPFDKVTQEAGEFMITFP
YGYHAGFNHGFNCAESTNFATRRWIEYGKQAVLCSCRKDMVKISMDVFVRKFQPERY
KLWKAGKDNTVIDHTLPTPEAAEFLKESE
MSGLNDIFEAQKIEWHEGSAGGSGERAKGALQSITAGQKVISKHKNGRFYQCEVVRLT
TETFYEVNFDDGSFSDNLYPEDIVSQDCLQFGPPAEGEVVQVRWTDGQVYGAKFVAS
HPIQMYQVEFEDGSQLVVKRDDVYTLDEELPKRVKSRLSVASDMRFNEIFTGGSGHHH
HHH
MSGLNDIFEAQKIEWHEGSAGGSGQSITAGQKVISKHKNGRFYQCEVVRLTTETFYEV
NFDDGSFSDNLYPEDIVSQDCLQFGPPAEGEVVQVRWTDGQVYGAKFVASHPIQMYQ
VEFEDGSQLVVKRDDVYTLDEELPGGSGHHHHHH
MHHHHHHSSGVDLGTENLYFQSMQSITAGQKVISKHKNGRFYQCEVVRLTTETFYEVN
FDDGSFSDNLYPEDIVSQDCLQFGPPAEGEVVQVRWTDGQVYGAKFVASHPIQMYQV
EFEDGSQLVVKRDDVYTLDEELP
MSGLNDIFEAQKIEWHEGSAGGSGGSEDHGAQNPSCKIMTFRPTMEEFKDFNKYVAYI
ESQGAHRAGLAKIIPPKEWKPRQTYDDIDDVVIPAPIQQVVTGQSGLFTQYNIQKKAMT
VGEYRRLANSEKYCTPRHQDFDDLERKYWKNLTFVSPIYGADISGSLYDDDVAQWNIG
SLRTILDMVERECGTIIEGVNTPYLYFGMWKTTFAWHTEDMDLYSINYLHFGEPKSWYAI
PPEHGKRLERLAIGFFPGSSQGCDAFLRHKMTLISPIILKKYGIPFSRITQEAGEFMITFP
'YGYHAGFNHGFNCAESTNFATLRWIDYGKVATQCTCRKDMVKISMDVFVRILQPERYEL
WKQGKDLTVLDHTRPTALTSPELSSWSASRAGGSGHHHHHH
MHHHHHHSSGVDLGTENLYFQSMCEKVISVGQTVITKHRNTRYYSCRVMAVTSQTFYE
VMFDDGSFSRDTFPEDIVSRDCLKLGPPAEGEVVQVKWPDGKLYGAKYFGSNIAHMY
QVEFEDGSQIAMKREDIYTLDEELPKRVK
MHHHHHHSSGVDLGTENLYFQSMETMKSKANCAQNPNCNIMIFHPTKEEFNDFDKYIA
'YMESQGAHRAGLAKIIPPKEWKARETYDNISEILIATPLQQVASGRAGVFTQYHKKKKA
MTVGEYRHLANSKKYQTPPHQNFEDLERKYWKNRIYNSPIYGADISGSLFDENTKQWN
LGHLGTIQDLLEKECGVVIEGVNTPYLYFGMWKTTFAWHTEDMDLYSINYLHLGEPKTW
YVVPPEHGQRLERLARELFPGSSRGCGAFLRHKVALISPTVLKENGIPFNRITQEAGEF
MVTFPYGYHAGFNHGFNCAEAINFATPRWIDYGKMASQCSCGEARVTFSMDAFVRILQ
PERYDLWKRGQDRAVVDHMEPRVPASQEL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMCPAVSCLQPEGDEVDWVQCDGSCN
QWFHQVCVGVSPEMAEKEDYICVRCTVKDAPSRK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMCPAVSCLQPEGDEVDWVQCDGSCN
QWFHQVCVGVSPEMAEKEDYICVRCTVKDAPSRK
MHHHHHHHHHHDLGTENLYFQSMNELEAQTRVKLNYLDQIAKFWEIQGSSLKIPNVER
RILDLYSLSKIVVEEGGYEAICKDRRWARVAQRLNYPPGKNIGSLLRSHYERIVYPYEMY
QSGANLVQCNTRPFDNEEKDK
MSGLNDIFEAQKIEWHEGSAGGSGLPREKLNPPTPSIYLESKRDAFSPVLLQFCTDPRN
PITVIRGLAGSLRLNLGLFSTKTLVEASGEHTVEVRTQVQQPSDENWDLTGTRQIWPCE
SSRSHTTIAKYAQYQASSFQESLC DSTTGTPP PDPKNHHIIKF
GTNIDLSDAKRWKPQLQELLKLPAFMRVTSTGNMLSHVGHTILGMNTVQLYMKVPGSR
TPGHQENNNFCSVNINIGPGDCEWFAVHEHYWETISAFCDRHGVDYLTGSWWPILDDL
'YASNIPVYRFVQRPGDLVWINAGTVHWVQATGWCNNIAWNVGPLTAYQYQLALERYE
WNEVGGSGHHHHHH
MHHHHHHSSGVDLGTENLYFQSMLPREKLNPPTPSIYLESKRDAFSPVLLQFCTDPRN
PITVIRGLAGSLRLNLGLFSTKTLVEASGEHTVEVRTQVQQPSDENWDLTGTRQIWPCE
SSRSHTTIAKYAQYQASSFQESLC DSTTGTI DPKNHHIIKF
GTNIDLSDAKRWKPQLQELLKLPAFMRVTSTGNMLSHVGHTILGMNTVQLYMKVPGSR
TPGHQENNNFCSVNINIGPGDCEWFAVHEHYWETISAFCDRHGVDYLTGSWWPILDDL
'YASNIPVYRFVQRPGDLVWINAGTVHWVQATGWCNNIAWNVGPLTAYQYQLALERYE
WNEV
MHHHHHHSSGMSDKIIHLTDDSFDTDVLKADGAILVDFWAEWCGPCKMIAPILDEIADE
YQGKLTVAKLNIDQNPGTAPKYGIRGIPTLLLFKNGEVAATKVGALSKGQLKEFLDANLA
GTENLYFQSMDVVRASRNAKVKGKFRESYLSPAQSVKPKINTEEKLPREKLNPPTPSIY
LESKRDAFSPVLLQFCTDPRNPITVIRGLAGSLRLNLGLFSTKTLVEASGEHTVEVRTQV
QQPSDENWDLTGTRQIWPCESSRSHTTIAKYAQYQASSFQESLQEEKESEDEESEEP
DSTTGTPPSSAPDPKNHHIIKFGTNIDLSDAKRWKPQLQELLKLPAFMRVTSTGNMLSH
VGHTILGMNTVQLYMKVPGSRTPGHQENNNFCSVNINIGPGDCEWFAVHEHYWETISA
FCDRHGVDYLTGSWWPILDDLYASNIPVYRFVQRPGDLVWINAGTVHWVQATGWCNNI
AWNVGPLTAYQYQLALERYEWNEVKNVKSIVPMIH RTVKISDPDLFKMIKFCL
LQSMKHCQVQRESLVRAGKKIAYQGRVKDEPAYYCNECDVEVFNILFVTS
MSGLNDIFEAQKIEWHEGSAGGSGVYCVCRQPYDVNRFMIECDICKDWFHGSCVGVE
EHHAVDIDLYHCPNCAVLHGSSLMKKRRNWHRHDYTEIDDGSKPVQAGTRTFIKELRS
RVFPSADEIIKMHGSQLTQRYLEKHGFDVPIMVPKLDDLGLRLPSPTFSVMDVERYVG
GDKVIDVIDVARQADSKMTLHNYVKYFMNPNRPKVLNVISLEFSDTKMSELVEVPDIAKK
LSWVENYWPDDSVFPKPFVQKYCLMGVQDSYTDFHIDFGGTSVWYHVLWGEKIFYLIK
PTDENLARYESWSSSVTQSEVFFGDKVDKCYKCVVKQGHTLFVPTGWIHAVLTSQDC
MAFGGNFLHNLNIGMQLRCYEMEKRLKTPDLFKFPFFEAICWFVAKNLLETLKELREDG
FQPQTYLVQGVKALHTALKLWMKKELVSEHAFEIPDNVRPGHLIKELSKVIRAIEEENGG
GSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGEKVERSVVTLLQRATELFYEGRRDECLQSSEVIL
DYSWEKLNTGTWQDVDKDWRRVYAIGCLLKALCLCQAPEDANTVAAALRVCDMGLLM
GAAILGDILLKVAAILQTHLPGKRPARGSLPEQPCTKKARADHGLIPDVKLEKTVPRLHR
PSLQHFREQFLVPGRPVILKGVADHWPCMQKWSLEYIQEIAGCRTVPVEVGSRYTDEE
WSQTLMTVNEFISKYIVNEPRDVGYLAQHQLFDQIPELKQDISIPDYCSLGDGEEEEITIN
AWFGPQGTISPLHQDPQQNFLVQVMGRKYIRLYSPQESGALYPHDTHLLHNTSQVDVE
NPDLEKFPKFAKAPFLSCILSPGEILFIPVKYWHYVRALDLSFSVSFWWSGGGSHHHHH
H




HGCN

KDM8

KIAA2018

KLF1

KLF10

KLF13

KLF16

KLF5

KLF6

KLF8

KMT2A

KMT2C

KMT2E

KMT2E

L3MBTL1

L3MBTL2

L3MBTL3
L3MBTL4
L3MBTL4

LHX1

MAFB

MAFF

MATR3

MBD4

MBTD1

MEN1

MLL3

MPHOSPH8

Uniprot ID

Q8N371
Q68DE3

Q13351

Q13118

Q9Y2Y9

Q9BXK1

Q13887

Q99612
095600

Q03164

Q8NEZ4

Q81zD2

Q8Izb2

Q9Y468

Q969R5

Q96JM7
Q8NA19
Q8NA19

P48742

Q9Y5Q3

Q9ULX9

P43243

095243

Q05BQ5

000255

Q8NEZ4

Q99549

Antigen ID

FLJ13798A-A002
HR7682A.001

HR7553A.004

HR6400B.005

HR7797B.004

HR8436A.003

HR4433C.005

HR4668C.003
HR8376A.003

MLL-A003

MLL3-A003

MLL5-A004

MLL5-A005

L3MBTL1-A003

L3MBTL2A-A002

L3MBTL3-A004
HR6490A.007
L3MBTL4-A003

HR8129B.004

HR6931A.007

HR8265A.002

HR8183A.001

HR4635D.004

MBTD1-A003

MEN1-A006

MLL3-A002

MPP8-A002

Antigen Source

SGC
Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers
Rutgers

SGC

SGC

SGC

SGC

SGC

SGC

Rutgers
SGC

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

SGC

SGC

SGC

MW (Da)

30969.9
12305.04

9199.2

20367.11

20943.37

11988.43

21083.71

16844.87
11547.03

10042.44

24681.64

19379.41

45378.97

42996.01

54977.23

40790.11

514475

23027.92

15672.7

9140.39

14404.49

16000.14

54794.55

70919.35

23111.95

10652.88

pl

5.9299
10.2824

8.3149

10.5189

10.4212

8.3271

9.5922

10.2013

9.9046

9.2837

8.4805

6.1197

9.2816

6.3191

7.3346

6.8287
6.47

9.882

10.1053

10.5507

9.3885

9.2422

6.9677

6.5512

8.263

6.2872

Common Domain Names Primary Validation (passi/fail)

Cupin
Misc
Zinc Finger

Zinc Finger

Zinc Finger

Zinc Finger

Zinc Finger

Zinc Finger
Zinc Finger

Zinc Finger

SET

SET

Misc

Misc

Misc
Misc
NA

Homeobox

bZip

bZip
Misc

Misc

Misc

Misc

SET

Misc
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pass

fail

pass.

fail

fail

fail

pass.

fail

pass.

pass

pass

pass

pass

pass

pass

pass
pass.
pass

pass

pass

pass.

pass

pass.

pass

pass

pass

pass

construct seq (with tag)

MSGLNDIFEAQKIEWHEGSAGGSGLEKTVPRLHRPSLQHFREQFLVPGRPVILKGVAD
HWPCMQKWSLEYIQEIAGCRTVPVEVGSRYTDEEWSQTLMTVNEFISKYIVNEPRDVG
YLAQHQLFDQIPELKQDISIPDYCSLGDGEEEEITINAWFGPQGTISPLHQDPQQNFLVQ
VMGRKYIRLYSPQESGALYPHDTHLLHNTSQVDVENPDLEKFPKFAKAPFLSCILSPGEI
LFIPVKYWHYVRALDLSFSVSFWWSGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPTKKQHRKKNRETHNAVERHRKKKI
NAGINRIGELIPCSPALKQSKNMILDQAFKYITELKRQNDELLLNG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKSSHLKAHLRTHTGEKPYACTWEGC
GWRFARSDELTRHYRKHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPNGTRLSPIAPAPGFSPSAAKVTPQID
SSRIRSHICSHPGCGKTYFKSSHLKAHTRTHTGEKPFSCSWKGCERRFARSDELSRHR
RTHTGEKKFACPMCDRRFMRSDHLTKHARRHLSAKKLPNWQMEVSKLNDIALPPTPAP
TQ

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSH RQI DLESP
QRKHKCHYAGCEKVYGKSSHLKAHLRTHTGERPFACSWQDCNKKFARSDELARHYRT
HTGEKKFSCPICEKRFMRSDHLTKHARRHANFHPGMLQRRGGGSRTGSLSDYSRSDA
SSPTISpassP
MSGLNDIFEAQKIEWHEHHHHHHENLCFQSHMKSHRCPFPDCAKAYYKSSHLKSHLR
THTGERPFACDWQGCDKKFARSDELARHHRTHTGEKRFSCPLCS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSPDRQAEMLQNLTPPPSYAATIASKL
AIHNPNLPTTLPVNSQNIQPVRYNRRSNPDLEKRRIHYCDYPGCTKVYTKSSHLKAHLR
THTGEKPYKCTWEGCDWRFARSDELTRHYRKHTGAKPFQCGVCNRSFSRSDHLALH
MKRHQN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGKVRSGTSGKPGDKGNGDASPDGR
RRVHRCHFNGCRKVYTKSSHLKAHQRTHTGEKPYRCSWEGCEWRFARSDELTRHFR
KHTGAKPFKCSHCDRCFSRSDHLALHMKRHL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRRRIHQCDFAGCSKVYTKSSHLKAH
RRIHTGEKPYKCTWDGCSWKFARSDELTRHFRKHTGIK
MSGLNDIFEAQKIEWHEGSAGGSGKKGRRSRRCGQCPGCQVPEDCGVCTNCLDKPK
FGGRNIKKQCCKMRKCQNLQWMPSKAGGGSHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGTLNSTSTSKSFQSTVTGELNAPYSKQFVHSKSSQ
YRKMKTEWKSNVYLARSRIQGLGLYAARDIEKHTMVIEYIGTIIRNEVANRKEKLYESQN
RGVYMFRMDNDHVIDATLTGGPARYINHSCAPNCVAEVVTFERGHKIIISSSRRIQKGEE
LCYDYKFDFEDDQHKIPCHCGAVNCRKWMNGGGSHHHHHH
MHHHHHHHHHHDLGTENLYFQSMARPPPTPPASPPPSVLISKNEVGIFTTPNFDETSSA
TTISTSEDGSYGTDVTRCICGFTHDDGYMICCDKCSVWQHIDCMGIDRQHIPDTYLCER
CQPRNLDKERAVLLQRRKRENMSDGDTSATESSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMQPRNLDKERAVLLQRRKRENMSDGDTSATESGD
EVPVELYTAFQHTPTSITLTASRVSKVNDKRRKKSGEKEQHISKCKKAFREGSRKSSRV
KGSAPEIDPSSDGSNFGWETKIKAWMDRYEEANNNQYSEGVQREAQRIALRLGNGND
KKEMNKSDLNTNNLLFKPPVESHIQKNKKILKSAKDLPPDALIIEYRGKFMLREQFEANG
YFFKRPYPFVLFYSKFHGLEMCVDARTFGNEARFIRRSCTPNAEVRHEIQDGTIHLYIYS
IHSIPKGTEITIAFDFDYGNCKYKVDCACLKENPECPVLKRSSESMENINSGYETRRKKG
KKDKDISKEKDTQNQNITLSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMGEKKECWSWESYLEEQKAITAPVSLFQDSQAVTH
NKNGFKLGMKLEGIDPQHPSMYFILTVAEVCGYRLRLHFDGYSECHDFWVNANSPDIH
PAGWFEKTGHKLQPPKGYKEEEFSWSQYLRSTRAQAAPKHLFVSQSHSPPPLGFQVG
MKLEAVDRMNPSLVCVASVTDVVDSRFLVHFDNWDDTYDYWCDPSSPYIHPVGWCQK
QGKPLTPPQDYPDPDNFCWEKYLEETGASAVPTWAFKVRPPHSFLVNMKLEAVDRRN
PALIRVASVEDVEDHRIKIHFDGWSHGYDFWIDADHPDIHPAGWCSKTGHPLQPPLGPR
EPSSASPGGSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMTGQDALVLGFDWGKFLKDHSYKAAPVSCFKHVPL
'YDQWEDVMKGMKVEVLNSDAVLPSRVYWIASVIQTAGYRVLLRYEGFENDASHDFWC
NLGTVDVHPIGWCAINSKILVPPRTIHAKFTDWKGYLMKRLVGSRTLPVDFHIKMVESM
KYPFRQGMRLEVVDKSQVSRTRMAVVDTVIGGRLRLLYEDGDSDDDFWCHMWSPLIH
PVGWSRRVGHGIKMSERRSDMAHHPTFRKIYCDAVPYLFKKVRAVYTEGGWFEEGMK
LEAIDPLNLGNICVATVCKVLLDGYLMICVDGGPSTDGLDWFCYHASSHAIFPATFCQKN
DIELTPPKGYEAQTFNWENYLEKTKSKAAPSRLFNMDCPNHGFKVGMKLEAVDLMEPR
LICVATVKRVVHRLLSIHFDGWDSEYDQWVDCESPDIYPVGWCELTGYQLQPPVAAEP
ATPLKAKEATKKKKKQ
MSGLNDIFEAQKIEWHEGSAGGSGKKAWCWASYLEEEKAVAVPAKLFKEHQSFPYNK
NGFKVGMKLEGVDPEHQSVYCVLTVAEVCGYRIKLHFDGYSDCYDFWVNADALDIHPV
GWCEKTGHKLHPPKGYKEEEFNWQTYLKTCKAQAAPKSLFENQNITVIPSGFRVGMKL
EAVDKKNPSFICVATVTDMVDNRFLVHFDNWDESYDYWCEASSPHIHPVGWCKEHRR
TLITPPGYPNVKHFSWDKYLEETNSLPAPARAFKVKPPHGFQKKMKLEVVDKRNPMFIR
VATVADTDDHRVKVHFDGWNNCYDYWIDADSPDIHPVGWCSKTGHPLQPPLSPLELM
EGGGSHHHHHH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGPRTTIKAKQLETLKAAFAATPKPTRH
IREQLAQETGLNMRVIQVWFQNRRSKERRMKQLSALGARRHAFFRSPRRMRPLVDRL
EPGELIPNGPFSFYGDYQSEYYGPGGNYDFFPQGPPSSQAQTPVDLPFVPSSGPSGT
PLGGLEHPLPGHHPSSEAQRFTDILAHPP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDRFSDDQLVSMSVRELNRHLRGFTK
DEVIRLKQKRRTLKNRGYAQSCRYKRVQQKHHLENEKTQLIQQVEQLKQEVSRLARER
DAYKVKCEKLANSG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGLSVRELNRHLRGLSAEEVTRLKQR
RRTLKNRGYAASCRVKRVC
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMQKGRVETSRVVHIMDFQRGKNLRYQ
LLQLVEPFGVISNHLILNKINEAFIEMATTEDAQAAVDYYTTTPALVFGKPVRVHLSQKYK
RIKK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMIKRSSECNPLLQEPIASAQFGATAGTE
CRKSVPCGWERVVKQRLFGKTAGRFDVYFISPQGLKFRSKSSLANYLHKNGETSLKPE
DFDFTVLSKRGIKSRYKDCSMA
MHHHHHHHHHHDLGTENLYFQSMAKTKAAVSMEGFSWGNYINSNSFIAAPVTCFKHA
PMGTCWGDISENVRVEVPNTDCSLPTKVFWIAGIVKLAGYNALLRYEGFENDSGLDFW
CNICGSDIHPVGWCAASGKPLVPPRTIQHKYTNWKAFLVKRLTGAKTLPPDFSQKVSES
MQYPFKPCMRVEVVDKRHLCRTRVAVVESVIGGRLRLVYEESEDRTDDFWCHMHSPLI
HHIGWSRSIGHRFKRSDITKKQDGHFDTPPHLFAKVKEVDQSGEWFKEGMKLEAIDPL
NLSTICVATIRKVLADGFLMIGIDGSEAADGSDWFCYHATSPSIFPVGFCEINMIELTPPR
GYTKLPFKWFDYLRETGSIAAPVKLFNKDVPNHGFRVGMKLEAVDLMEPRLICVATVTR
IIHRLLRIHFDGWEEEYDQWVDCESPDLYPVGWCQLTGYQLQPPASQSSRSSKGGYG
LNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGMGLKAAQKTLFPLRSIDDVVRLFAAELGREEPDL
VLLSLVLGFVEHFLAVNRVIPTNVPELTFQPSPAPDPPGGLTYFPVADLSIIAALYARFTAQ
IRGAVDLSLYPREGGVSSRELVKKVSDVIWNSLSRSYFKDRAHIQSLFSFITGTKLDSSG
VAFAVVGACQALGLRDVHLALSEDHAWVVFGPNGEQTAEVTWHGKGNEDRRGQTVN
AGVAERSWLYLKGSYMRCDRKMEVAFMVCAINPSIDLHTDSLELLQLQQKLLWLLYDLG
HLERYPMALGNLADLEELEPTPGRPDPLTLYHKGIASAKTYYRDEHIYPYMYLAGYHCR
NRNVREALQAWADTATVIQDYNYCREDEEIYKEFFEVANDVIPNLLKEAASLLEAGEER
PGEQSQGTQSQGSALQDPECFAHLLRFYDGICKWEEGSPTPVLHVGWATFLVQSLGR
FEGQVRQK\ E RRESKPEEPPPPKKPALDKG
LGTGQGAVSGPPRKPPGTVAGTARGPEGGSTAQVPAPAASPPPEGPVLTFQSEKMKG
MKELLVATKINSSAIKLQLTAQSQVQMKKQKVSTPSDYTLSFLKRQRKGLGGGSHHHHH
H

MSGLNDIFEAQKIEWHEGSAGGSGTGELNAPYSKQFVHSKSSQYRKMKTEWKSNVYL
ARSRIQGLGLYAARDIEKHTMVIEYIGTIIRNEVANRKEKLYESQNRGVYMFRMDNDHVI
DATLTGGPARYINHSCAPNCVAEVVTFERGHKIIISSSRRIQKGEELCYDYKFDFEDDQH
KIPCHCGAVNCRKWMNGGGSHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGVFEVEKILDMKTEGGKVLYKVRWKGYTSDDDTW
EPEIHLEDCKEVLLEFRKKIAENKAKAVGGSGHHHHHH



construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMECKQSQRNAANARERARMRVLSKAF
SRLKTSLPWVPPDTKLSKLDTLRLASSYIAHLRQLLQEDRYENGYVHPVNLTWPFVVSG

MSGLNDIFEAQKIEWHEGSAGGSGDFSPGDLVWAKMEGYPWWPCLVYNHPFDGTFIR
EKGKSVRVHVQFFDDSPTRGWVSKRLLKPYTGSKSKEAQKGGHFYSAKPEILRAMQR
ADEALNKDKIKRLELAVCDEPSEPEGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGGAPGQSPGAGRACESCYTTQSYQWYSWGPPN
MQCRLCASCWTYWKKYGGLKMPTRLDGERPGPNRSNMSGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGCRDEMEEWSASEANLFEEALEKYGKDFTDIQQD
FLPWKSLTSIIEYYYMWKTTDRYVQQKRLKAAEAESKGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPETKRKEVKRYQCTFEGCPRTYSTA
GNLRTHQKTHRGEYTFVCNQEGCGKAFLTSYSLRIHVRVHTKEKPFECDVQGCEKAFN
TLYRLKAHQRLHTGKTFNCESEGCSKYFTTLSDLRKHIRTHTGEKPFRCDHDGCGKAF
AASHHLKTHVRTHTGERPFFCPSNGCEKTFSTQYSLKSHMKGHDNKGHSYNALPQHN

MSGLNDIFEAQKIEWHEGSAGGSGKLSLQDGHKAKKPACKFEEGQDVLARWSDGLFY
LGTIKKINILKQSCFIIFEDSSKSWVLWKDIQTGATGSGEMVCTICQEEYSEAPNEMVICD
KCGQGYHQLCHTPHIDSSVIDSDEKWLCRQCVFATTTKRGGSGHHHHHH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDPGPEAARLRFRCFRYEEATGPQEA
LAQLRELCRQWLRPEVRSKEQMLELLVLEQFLGALPPEIQARVQGQRPGSPEEAAALV

MSGLNDIFEAQKIEWHEGSAGGSGPDSAAGQMAEEPQTPAENAPKPKNDFIESLPNSV
KCRVLALKKLQKRCDKIEAKFDKEFQALEKKYNDIYKPLLAKIQELTGEMEGCAWTLEG
EEEEEEEYEDDEEEGEDEEEEEAAAEAAAGAKHDDAHAEMPDDAKKGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVSSTGQGVIDKDSLGPLLLQALDGFL
FVVNRDGNIVFVSENVTQYLQYKQEDLVNTSVYNILHEEDRKDFLKNLPKSTVNGVSW
TNETQRQKSHTFNCRMLMKTPHDILEDINASPEMRQRYETMQCFALSQPRAMMEEGE

MSGLNDIFEAQKIEWHEGSAGGSGTEPVETSRWTEEEMEVAKKGLVEHGRNWAAIAK
MVGTKSEAQCKNFYFNYKRRHNLDNLLQQHKQKGGSGHHHHHH

MSGLNDIFEAQKIEWHEGSAGGSGSREFKQKYDYFRKKLKKPADIPNRFEMKLHRNNI
FEESYRRIMSVKRPDVLKARLWIEFESEKGLDYGGVAREWFFLLSKEMFNPYYGLFEY
SATDNYTLQINPNSGLCNEDHLSYFTFIGRVAGLAVFHGKLLDGFFIRPFYKMMLGKQIT
LNDMESVDSEYYNSLKWILENDPTELDLMFCIDEENFGQTYQVDLKPNGSEIMVTNEN
KREYIDLVIQWRFVNRVQKQMNAFLEGFTELLPIDLIKIFDENELELLMCGLGDVDVNDW
RQHSIYKNGYCPNHPVIQWFWKAVLLMDAEKRIRLLQFVTGTSRVPMNGFAELYGSNG
PQLFTIEQWGSPEKLPRAHTCFNRLDLPPYETFEDLREKLLMAVENGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSNLKIVRMDRTAGCVTGGEEIYLLCD
KVQKDDIQIRFYEEEENGGVWEGFGDFSPTDVHRQFAIVFKTPKYKDINITKPASVFVQL

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPARKPRVLFSQAQVYELERRFKQQRYLSA
PERDQLASVLKLTSTQVKIWFQNRRYKCKR
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKHTRPTFSGQQIFALEKTFEQTKYLAGP
ERARLAYSLGMTESQVKVWFQNRRTKWRK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTKLNGMVLLCKVCGDVASGFHYGVH
ACEGCKGFFRRSIQQNIQYKRCLKNENCSIVRINRNRCQQCRFKKCLSVGMSRDAVRF

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGHEIWEEFSMSFTPAVKEVVEFAKRI
PGFRDLSQHDQVNLLKAGTFEVLMVRFASLFDAKERTVTFLSGKKYSVDDLHSMGAG
DLLNSMFEFSEKLNALQLSDEEMSLFTAVVLVSADRSGIENVNSVEALQETLIRALRTLIM
KNHPNEASIFTKLLLKLPDLRSLNNMHSEELLAFKVHP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGPQICRVCGDKATGYHFNVMTCEGC
KGFFRRAMKRNARLRCPFRKGACEITRKTRRQCQACRLRKCLESGMKKEMIMSDEAV

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDELRNCVVCGDQATGYHFNALTCEG
CKGFFRRTVSKSIGPTCPFAGSCEVSKTQRRHCPACRLQKCLDAGMRKDMILSAEALA

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKVFDLCVVCGDKASGRHYGAVTCEG
CKGFFKRSIRKNLVYSCRGSKDCIINKHHRNRCQYCRLQRCIAFGMKQDSVQCERKPIE

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKICLVCGDEASGCHYGVVTCGSCKV
FFKRAVEGQHNYLCAGRNDCIIDKIRRKNCPACRLQKCLQAGMNLGAR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGLCAVCGDNAACQHYGVRTCEGCK
GFFKRTVQKNAKYVCLANKNCPVDKRRRNRCQYCRFQKCLAVGMVKEVVRTDSLKG

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAGLCAVCGDNAACQHYGVRTCEGCKGF
FKRTVQKNAKYVCLANKNCPVDKRRRNRCQYCRFQKCLAVGMVK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMICMMNALVRALTDSTPRDLDYSRYCP
TDQAAAGTDAEHVQQFYNLLTASIDVSRSWAEKIPGFTDLPKEDQTLLIESAFLELFVLR
LSIRSNTAEDKFVFCNGLVLHRLQCLRGFGEWLDSIKDFSLNLQSLNLDIQALACLSALS
MITERHGLKEPKRVEELCNKITSSLKDHQSKGQALEPTESKVLGALVELRKICTLGLQRI
FYLKLEDLVSPPSIIDKLFLDTLPF
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTCAVCGDNAACQHYGVRTCEGCKG
FFKRTVQKNAKYVCLANKNCPVDKRRRNRCQYCRFQKCLSVGMVKEVVRTDSLKGR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGPNVPELILQLLQLEPDEDQVRARILG
CLQEPTKSRPDQPAAFGLLCRMADQTFISIVDWARRCMVFKELEVADQMTLLQNCWS
ELLVFDHIYRQVQHGKEGSILLVTGQEVELTTVATQAGSLLHSLVLRAQELVLQLLALQLD
RQEFVCLKFIILFSLDLKFLNNHILVKDAQEKANAALLDYTLCHYPHCGDKFQQLLLCLVE
VRALSMQAKEYLYHKHLGNEMPRNNLLIEMLQAKQT
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAELCPVCGDKVSGYHYGLLTCESCKGFF
KRTVQNNKRYTCIENQNCQIDKTQRKRCPYCRFQKCLSVGMKL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDRAEQRTCLICGDRATGLHYGIISCE
GCKGFFKRSICNKRVYRCSRDKNCVMSRKQRNRCQYCRLLKCLQMGMNRKAIREDG
MPGGRNKSIGPVQISEEEIERIMSGQEFE

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLNSTAAAEVTAHLTAAGPVGMAAAAA
VATGKKRNRPHVFESNPSIRKRQQTRLLRKLRATLDEYTTRVGQQAIVLCISPSKPNPVF
KVFGAAPLENVVRKYKSMILEDLESALAEHAPAPQEVNSELPPLTIDGIPVSVDKMTQA
QLRAFIPEMLKYSTGRGKPGWGKESCKPIWWPEDIPWANVRSDVRTEEQKQRVSWT
QALRTIVKNCYKQHGREDLLYAFEDQQTQTQATATHSIAHLVPSQTVVQTFSNPDGTVS
LIQVGTGATVATLADASELPTTVTVAQVNYSAVADGEVEQNWATLQGGEMTIQTTQASE
ATQAVASLAEAAVAASQEMQQGATVTMALNSEAAAHAVATLAEATLQGGGQIVLSGETA
AAVGALTGVQDANGLVQIPVSMYQTVVTSLAQGNGPVQVAMAPVTTRISDSAVT

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMERFSDAALVSMSVRELNRQLRGCGR

MSGLNDIFEAQKIEWHEGSAGGSGHPRAVPSNIDKMRHDVGEFPVLFFGSNDYLWTH
QARVFPYMEGDVSSKDKMGKGVDGTYKKALQEAAARFEELKAQKELRQLQEDRKND
KKPPPYKHIKVNRPIGRVQIFTADLSEIPRCNCKATDENPCGIDSECINRMLLYECHPTVC
PAGGRCQNQCFSKRQYPEVEIFRTLQRGWGLRTKTDIKKGEFVNEYVGELIDEEECRA
RIRYAQEHDITNFYMLTLDKDRIIDAGPKGNYARFMNHCCQPNCETQKWSVNGDTRVG
LFALSDIKAGTELTFNYNLECLGNGKTVCKCGAPNCSGFLGVRPKNQPIGGSGHHHHH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPSRGRLPSKTKKEFICKFCGRHFTKS
YNLLIHERTHTDERPYTCDICHKAFRRQDHLRDHRYIHSKEKPFKCQECGKGFCQSRTL
AVHKTLHMQESPHKCPTCGRTFNQRSNLKTHLLTHTDIKPYSCEQCGKVFRRNCDLRR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRDHGFLRTKMKVTLGDSPSGDLFTC
RVCQKAFTYQRMLNRHMKCHNDVKRHLCTYCGKGFNDTFDLKRHVRTHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMARSKIKFTTGTCSDSVVHSCDLCGKG
FRLQRMLNRHLKCHNQVKRHLCTFCGKGFNDTFDLKRHVRTHTGI

HGCN Uniprot ID Antigen ID Antigen Source MW (Da) pl Common Domain Names Primary Validation (passi/fail)
9.8589
MSC 060682 HR4485B.003 Rutgers 13966.83 Misc fail RP
MSH6 P52701 MSH6-A001 SGC 16724.69  7.2625 PWWP pass
MTA1 Q13330 MTA1-A002 SGC 11165.26  8.0661 Misc pass
MTA1 Q13330 MTA1-A001 SGC 11936.04  5.1794 Misc pass
9.0344
MTF1 Q14872 HR6907B.005 Rutgers 26873.09 Zinc Finger pass G
MTF2 QY483 PCL2-A001 SGC 18508.79  6.5568 PHD pass
6.0762
MZF1 P28698 HR7215A.005 Rutgers 14382.2 SCAN pass DGLRREPGG
NAP1LS QI6NT1 NAP1L5-A001 SGC 19054.61  4.2431 Misc pass
5.9287
NCOA3 Q9Y6Q9 HR44531.011 Rutgers 22241.04 Misc fail DLQSCMICVARRITTGER
NCOR1 075376 NCOR1-A001 SGC 11286.45  7.6248 Misc pass
NEDD4L Q96PU5-5 NEDDA4L-A002 SGC 47792.36  5.6139 Misc pass
6.2273 NA
NFKB1 P19838 HR3633D.001 Rutgers 16427.51 pass RRKSDLETSEPKPFLYYPEIK
NKX2-5 P52952 Nkx2-5 RAN 7073.25 11.5762 Homeobox pass
NKX6-1 P78426 Nkx6-1 RAN 6832.85  11.3584 Homeobox pass
9.9178
NR1D1 P20393 HR8278A.001 Rutgers 14906.27 Zinc Finger pass GRIPKREKQRM
5.9966
NR1D2 Q14995 HR8341C.001 Rutgers 24561 Hormone Receptor pass
10.1343
NR112 075469 HR7870A.004 Rutgers 14952.42 Zinc Finger fail EERRALIKRKKS
8.5116
NR1I3 Q14994 HR7475A.002 Rutgers 15080.18 Zinc Finger pass LRRAKQAQRRAQQTPVQ
8.8755
NR2C1 P13056 HR8155A.001 Rutgers 14280.39 Zinc Finger pass VSREK
NR3C2 P08235 HR7785A.001 Rutgers 11997.8 iy Zinc Finger fail
9.2367
NR4A2 P43354 HR8241A.001 Rutgers 13311.33 Zinc Finger pass RR
NR4A2 P43354 Nr4a2 RAN 7911.35 9.7365 Zinc Finger pass
5.9072
NR4A3 Q92570 HR7224B.001 Rutgers 30025.44 Hormone Receptor fail
9.4444
NR4A3 Q92570 HR7224C.003 Rutgers 13584.62 Zinc Finger pass RGRL
6.1825
NR5A1 Q13285 HR7993A.003 Rutgers 31706.75 Hormone Receptor pass
NR5A2 000482 Nr5a2 RAN 8163.55 8.9535 Zinc Finger pass
8.5732
NR6A1 Q15406 HR7049C.002 Rutgers 16834.27 Zinc Finger pass
6.2329
NRF1 Q16656 HR8346A.003 Rutgers 49745.08 Misc pass
NRL P54845 HR7765A.002 Rutgers 8946.07 10.1105 bZip pass DEALRLKQRRRTLKNRG
NSD1 Q96L73 NSD1-A004 SGC 39413.54  7.6962 PWWP pass H
9.5712
OSR2 Q8N2R0 HR6892B.004 Rutgers 22396.47 Zinc Finger fail HSLTHTPRQDF
ovoL1 014753 HR8136A.004 Rutgers 12819.56 sy Zinc Finger pass
ovoL2 Q9BRPO HR8149A.003 Rutgers 12149.85 91723 Zinc Finger fail
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HGCN

PARP14

PARP14

PBK

PBRM1

PBRM1

PBRM1

PBRM1

PBX3

PBX4

PGBD1

PHF20L1

PHF8

PHF8

PIKFYVE

PIKFYVE

PITX2

PLAG1

PLAGL1

PLAGL2

PLXNB1

PPARA

PPARD

PRDM1

PRDM1
PRDM10

PRDM10

PRDM11

PRDM12

PRDM13

PRDM14

Uniprot ID

Q460N5

Q460N5

Q96KBS5

Q86U86

Q86U86

Q86U86

Q86U86

P40426

Q9BYU1

Q96JS3

ABMW92

QYUPP1

Q9UPP1

Qoy217

Qoyai7

Q99697

Q6DJT9
Q9UME3

Q9UPG8

043157

Q07869

Q03181

075626

075626
Q9NQve

QINQVE

Q9NQVv5s

Q9H4Q4

Q9H4Q3

Q9GZv8

Antigen ID

PARP14A-A002

PARP14A-A003

TOPKA-A004

PB1A

PB1A-A010

PB1A-A011

PB1A-A012 monomer

HR7892A.005

HR7406A.001

HR2735A.005

PHF20L1-A001

PHF8A-A002

PHF8A-A066

HR7108D.015

HR7108D.010
HR4722B.003
HR7109C.007
HR7895A.004

HR7996A.003

HR7815A.001

HR7133A.001

HR8028A.005

PRDM1-A004

PRDM1A-A001
PRDM10-A002

PRDM10-A003

PRDM11-A002

PRDM12A-A001

HR8220A.003

HR7923A.003

Antigen Source

SGC

SGC

SGC

SGC

SGC

SGC

Rutgers

Rutgers

Rutgers

SGC

SGC

Rutgers

Rutgers
Rutgers
Rutgers
Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

SGC

SGC
SGC

SGC

SGC

SGC

Rutgers

Rutgers

MW (Da)

27283.94

25376.58

39537.63

15677.96

20030.77

21217.89

18286.78

15547.59

11525.86

20563.94

13431.96

54854.47

65547.03

2104217

19741.74
8744.65
10169.43
9028.18

10791.2

18123.5

12379.22

12661.54

25150.99

24930.89

28134.67

32670.66

22308.04

17447 .46

18726.03

pl

6.444

6.9608

5.0736

7.6373

7.1558

7.3738

7.1987

7.3743

9.7288

4.7512

6.9855

6.6906

6.4613

5.2418

5.5884

7.3225
6.9541
7.6707

9.932

6.2756

8.8186

8.8263

5.6982

6.2146

6.6984

6.6452

5.8188

7.7656

6.0144

Common Domain Names Primary Validation (passi/fail)

Misc

Misc

Misc
Bromodomain

Bromodomain

Bromodomain
Bromodomain
Misc
Homeobox
SCAN

Misc

PHD

Misc

Misc
Misc
Zinc Finger
Zinc Finger

Zinc Finger
Misc
Zinc Finger
Zinc Finger

SET

SET
NA

SET

SET

SET

Zinc Finger
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pass

pass

pass.

pass

pass.

pass

pass.

pass

pass

pass

pass.

pass

pass

pass

pass.

pass

fail

pass

pass.

pass

pass.

fail

pass

fail
pass

pass

pass

fail

pass

pass

construct seq (with tag)

MHHHHHHHHHHDLGTENLYFQSMAAAGPGKTSWEKGSLVSPGGLQMLLVKEGVQNA
KTDVVVNSVPLDLVLSRGPLSKSLLEKAGPELQEELDTVGQGVAVSMGTVLKTSSWNL
DCRYVLHVVAPEWRNGSTSSLKIMEDIIRECMEITESLSLKSIAFPAIGTGNLGFPKNIFA
ELIISEVFKFSSKNQLKTLQEVHFLLHPSDHENIQAFSDEFARRANGNLVSSSKGGYGLN
DIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMFYGTVSSPDSGVYEMKIGSIIFQVASGDITKEEAD
VIVNSTSNSFNLKAGVSKAILECAGQNVERECSQQAQQRKNDYIITGGGFLRCKNIIHVI
GGNDVKSSVSSVLQECEKKNYSSICLPAIGTGNAKQHPDKVAEAIIDAIEDFVQKGSAQ
SVKKVKVVIFLPQVLDVFYANMKKREGTQLSSSSKGGYGLNDIFEAQKIEWHE

MSGLNDIFEAQKIEWHEGSAGGSGMEGISNFKTPSKLSEKKKSVLCSTPTINIPASPFM
QKLGFGTGVNVYLMKRSPRGLSHSPWAVKKINPICNDHYRSVYQKRLMDEAKILKSLH
HPNIVGYRAFTEANDGSLCLAMEYGGEKSLNDLIEERYKASQDPFPAAIILKVALNMARG
LKYLHQEKKLLHGDIKSSNVVIKGDFETIKICDVGVSLPLDENMTVTDPEACYIGTEPWK
PKEAVEENGVITDKADIFAFGLTLWEMMTLSIPHINLSNDDDDEDKTFDESDFDDEAY YA
ALGTRPPINMEELDESYQKVIELFSVCTNEDPKDRPSAAHIVEALETDVGGGSHHHHHH
MHHHHHHSSGVDLGTENLYFQSMSPAYLKEILEQLLEAIVVATNPSGRLISELFQKLPSK
VQYPDYYAIIKEPIDLKTIAQRIQNGSYKSIHAMAKDIDLLAKNAKTYNEPGSQVFKDANSI
KKIFYMKKAEIEHHE
MHHHHHHHHHHSSGVDLGTENLYFQSMSGISPKKSKYMTPMQQKLNEVYEAVKNYTD
KRGRRLSAIFLRLPSRSELPDYYLTIKKPMDMEKIRSHMMANKYQDIDSMVEDFVMMFN
NACTYNEPESLIYKDALVLHKVLLETRRDLEGDSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMHHSVSTPGPSRKRRRLSNLPTVDPIAVCHELYNTI
RDYKDEQGRLLCELFIRAPKRRNQPDYYEVVSQPIDLMKIQQKLKMEEYDDVNLLTADF
QLLFNNAKSYYKPDSPEYKAACKLWDLYLRTRNEFVQKGESSKGGYGLNDIFEAQKIE
WHE
MHHHHHHHHHHDLGTENLYFQSMSPAYLKEILEQLLEAIVVATNPSGRLISELFQKLPSK
VQYPDYYAIIKEPIDLKTIAQRIQNGSYKSIHAMAKDIDLLAKNAKTYNEPGSQVFKDANS|
KKIFYMKKAEIEHHESSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKNDVKNRSVYIKGFPTDATLDDIKEW
LEDKGQVLNIQMRRTLHKAFKGSIFVVFDSIESAKKFVETPGQKYKETDLLILFKDDYFA
KKNEERKQNKVE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMARRKRRNFSKQATEVLNEYFYSHLN
NPYPSEEAKEELARKGGLTISQVSNWFGNKRIRYKKNC
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPGPAPENEDGLVKVKEEDPTWEQVC
NSQEGSSHTQEICRLRFRHFCYQEAHGPQEALAQLRELCHQWLRPEMHTKEQIMELL
VLEQFLTILPKELQPCVKTYPLESGEEAVTVLENLETGSGDTGQQASVYIQGQDMHPMV
AEYQ

MSGLNDIFEAQKIEWF K TFEIGARLEALDYLQKWYPSRIEK
IDYEEGKMLVHFERWSHRYDEWIYWDSNRLRPLERPALRKEGLKDEGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGASVPVYCLCRLPYDVTRFMIECDMCQDWFHGSC
VGVEEEKAADIDLYHCPNCEVLHGPSIMKKRRGSSKGHDTHKGKPVKTGSPTFVRELR
SRTFDSSDEVILKPTGNQLTVEFLEENSFSVPILVLKKDGLGMTLPSPSFTVRDVEHYVG
SDKEIDVIDVTRQADCKMKLGDFVKYYYSGKREKVLNVISLEFSDTRLSNLVETPKIVRK
LSWVENLWPEECVFERPNVQKYCLMSVRDSYTDFHIDFGGTSVWYHVLKGEKIFYLIR
PTNANLTLFECWSSSSNQNEMFFGDQVDKCYKCSVKQGQTLFIPTGWIHAVLTPVDCL
AFGGNFLHSLNIEMQLKAYEIEKRLSTADLFRFPNFETICWYVGKHILDIFRGLRENRRH
PASYLVHGGKALNLAFRAWTRKEALPDHEDEIPETVRTVQLIKDLAREIRLVEDIFQQNG
GSGHHHHHH
MHHHHHHSSGMSDKIIHLTDDSFDTDVLKADGAILVDFWAEWCGPCKMIAPILDEIADE
YQGKLTVAKLNIDQNPGTAPKYGIRGIPTLLLFKNGEVAATKVGALSKGQLKEFLDANLA
GTENLYFQSMASVPVYCLCRLPYDVTRFMIECDMCQDWFHGSCVGVEEEKAADIDLY
HCPNCEVLHGPSIMKKRRGSSKGHDTHKGKPVKTGSPTFVRELRSRTFDSSDEVILKP
TGNQLTVEFLEENSFSVPILVLKKDGLGMTLPSPSFTVRDVEHYVGSDKEIDVIDVTRQA
DCKMKLGDFVKYYYSGKREKVLNVISLEFSDTRLSNLVETPKIVRKLSWVENLWPEECV
FERPNVQKYCLMSVRDSYTDFHIDFGGTSVWYHVLKGEKIFYLIRPTNANLTLFECWSS
SSNQNEMFFGDQVDKCYKCSVKQGQTLFIPTGWIHAVLTPVDCLAFGGNFLHSLNIEM
QLKAYEIEKRLSTADLFRFPNFETICWYVGKHILDIFRGLRENRRHPASYLVHGGKALNL
AFRAWTRKEALPDHEDEIPETVRTVQLIKDLAREIRLVEDIFQQN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTEDERKILLDSVQLKDLWKKICHHSS
GMEFQDHRYWLRTHPNCIVGKELVNWLIRNGHIATRAQAIAIGQAMVDGRWLDCVSHH
DQLFRDEYALYRPLQSTEFSETPSPDSDSVNSVEGHSEPSWFKDIKFDDSDTEQIAEE
GDDNL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVQLKDLWKKICHHSSGMEFQDHRYW
LRTHPNCIVGKELVNWLIRNGHIATRAQAIAIGQAMVDGRWLDCVSHHDQLFRDEYALY
RPLQSTEFSETPSPDSDSVNSVEGHSEPSWFKDIKFDDSDTEQIAEEGDDNL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRDTCNSSLASLRLKAKQHSSFGYASV
QNPASNLSACQYAVDRPV
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMETFKCEECGKNYNTKLGFKRHLALHA
ATSGDLTCKVCLQTFESTGVLLEHLKSHAG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDHCERCFYTRKDVRRHLVVHTGCKD
FLCQFCAQRFGRKDHL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKKHPCDHCDRRFYTRKDVRRHLVVH
TGRKDFLCQYCAQRFGRKDHLTRHVKKSHS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDNRLLREDVEYRPLTLNALLAVGPGA
GEAQGVPVKVLDCDTISQAKEKMLDQLYKGVPLTQRPDPRTLDVEWRSGVAGHLILSD
EDVTSEVQGLWRRLNTLQHYKVPDGATVALVPCLTKHVLRENQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMALNIECRICGDKASGYHYGVHACEGC
KGFFRRTIRLKLVYDKCDRSCKIQKKNRNKCQYCRFHKCLSVGMSH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMECRVCGDKASGFHYGVHACEGCKG
FFRRTIRMKLEYEKCERSCKIQKKNRNKCQYCRFQKCLALGMSHNAIRFG
MSGLNDIFEAQKIEWHEGSAGGSGKMDMEDADMTLWTEAEFEEKCTYIVNDHPWDS
GADGGTSVQAEASLPRNLLFKYATNSEEVIGVMSKEYIPKGTRFGPLIGEIYTNDTVPKN
ANRKYFWRIYSRGELHHFIDGFNEEKSNWMRYVNPAHSPREQNLAACQNGMNIYFYTI
KPIPANQELLVWYCRDFAERLHYPYPGELTMMNLTQGGGSHHHHHH
MHHHHHHHHHHSSGVDLGTENLYFQSMKMDMEDADMTLWTEAEFEEKCTYIVNDHP
WDSGADGGTSVQAEASLPRNLLFKYATNSEEVIGVMSKEYIPKGTRFGPLIGEIYTNDT
VPKNANRKYFWRIYSRGELHHFIDGFNEEKSNWMRYVNPAHSPREQNLAACQNGMNI
YFYTIKPIPANQELLVWYCRDFAERLHYPYPGELTMMNLTQ

MHHHHHHHHHHDLGTENLYFQSMDDWEPDPPRPFDPHDLWCEECNNAHASVCPKH
GPLHPIPNRPVLTRARASLPLVLYIDRFLGGVFSKRRIPKRTQFGPVEGPLVRGSELKDC
YIHLKVSLDKGDRKERDLHEDLWFELSDETLCNWMMFVRPAQNHLEQNLVAYQYGHH
VYYTTIKNVEPKQELKVWYAASYAEFVNQKIHDISEEERKVLREQSSKGGYGLNDIFEA
QKIEWHE
MHHHHHHHHHHDLGTENLYFQSMDSSAMEVEPKKLKGKRDLIVPKSFQQVDFWFCES
CQEYFVDECPNHGPPVFVSDTPVPVGIPDRAALTIPQGMEVVKDTSGESDVRCVNEVI
PKGHIFGPYEGQISTQDKSAGFFSWLIVDKNNRYKSIDGSDETKANWMRYVVISREER
EQNLLAFQHSERIYFRACRDIRPGEWLRVWYSEDYMKRLHSMSQETIHRNLARGEKRL
QREKSEQVLDNPEDLRGPIHLSVLRQGKSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHSSGVDLGTENLYFQSMKTAFTAEVLAQSFSGEVQKLSSLVLPAEVIIA
QSSIPGEGLGIFSKTWIKAGTEMGPFTGRVIAPEHVDICKNNNLMWEVFNEDGTVRYFI
DASQEDHRSWMTYIKCARNEQEQNLEVVQIGTSIFYKAIEMIPPDQELLVWYGNSHNTF
LGIPGVPGLEEDQKKNKHED
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPTTATPTHDEKGEERYICWYCWRTF
RYPNSLKAHLRFHCVFSGGGGGAFLHHEHAARQGAVPAADGLGLSPKPPAPDFAAPS
QAGTLRPHPLGPPPVQACGAREGIKREASSAPSATSPTPGKWGQP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDKDSLQLPEGLCLMQTVFGEVPHFG
VFCSSFIAKGVRFGPFQGKVVNASEVKTYGDNSVMWEIFEDGHLSHFIDGKGGTGNW
MSYVNCARFPKEQNLVAVQCQGHIFYESCKEIHQNQELLVWYGDCYEK



HGCN

PRDM16

PRDM2

PRDM4

PRDM4

PRDM5

PRDM8

PRDM9

PRMT3

PRMTS

PRRX2

PSIP1

RARA

RBBP5

RLF

RNMT

RORA

RPRD1A

RREB1

SALL4

SCAND1

SCMH1

SCML2

Uniprot ID

Q9HAZ2

Q13029

QYUKNS

QYUKN5

QI9NQX1

Q9NQV8

QoNav7

060678

014744

Q99811

Q75475

P10276

P13631

P13631
P13631
Q961S3

QONYWS

Q15291

Q13129

043148

P35398

Q96P16

Q92766

QoUJQ4

P57086

Q96GD3

Q9UQRO

Antigen ID

HR8160A.001

PRDM2A-A001

PRDM4-A003

PRDM4A-A001

PRDMS5-A002

HR8098A.001

PRDM9-A003

PRMT3A-001

SKB1-A003

HR7233A.003

PSIP1-A001

Rara

HR7515B.002

HR7515A.007
Rarg
HR8168A.004

HR7540C.003

RBBP5-A002

HR7201C.001

RNMT-A001

Rora

RPRD1A-A001

HR7006B.006

HR6875A.001

HR9601.006

SCMH1-A002

SCML2-A003

Antigen Source

Rutgers

SGC

SGC

SGC

Rutgers

SGC

SGC

Rutgers

SGC

RAN

Rutgers

Rutgers
RAN
Rutgers

Rutgers

SGC

Rutgers

SGC

SGC

Rutgers

Rutgers

Rutgers

SGC

MW (Da)

19794.34

20116.77

22659.44

20268.85

31198.88

12184.78

27070.11

39075.85

47729.67

12965.6

14622.3

8183.56

31861.86

13689.58
8185.54
11910.33

9812.85

62474.02

11782.28

40118.74

7900.18

39041.07

21010.37

10684.08

22952.82

27350.97

29946.67

pl

4.6379

6.7207

6.1739

6.327

5.9525
8.6741

6.0931

6.8397

5.748
11.4411

8.5438

9.411

5.5634

8.9784

9.411
10.0991

7.7488

4.891
7.4327

7.3703

9.5608

7.0724

7.6823

8.6743

7.2992

7.4878

6.3061

Common Domain Names Primary Validation (passi/fail)

SET

SET

SET

Zinc Finger

SET

Misc

Misc

Homeobox

PWWP

Zinc Finger

Hormone Receptor

Zinc Finger
Zinc Finger
Homeobox

Zinc Finger

WD40

Zinc Finger

Misc

Zinc Finger

Misc

Zinc Finger

Zinc Finger

SCAN

Misc

Misc
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fail

fail

pass

fail

pass.

pass

pass.

pass

pass

pass

pass.

pass

pass.

pass

pass

fail

pass.

pass

pass

pass

pass.

pass

pass.

pass

pass.

pass

pass.

construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVYIPEDIPIPADFELRESSIPGAGLGV
WAKRKMEAGERLGPCVVVPRAAAEETDFGWEQILTDVEVSPQKGYITKISEDLGSEKF
CVDANQAGAGSWLKYIRVACSCDDQNLTMCQISEQIYYKVIKDIEPGEELLVHVKEGV

MHHHHHHHHHHSSGVDLGTENLYFQSMNQNTTEPVAATETLAEVPEHVLRGLPEEVR
LFPSAVDKTRIGVWATKPILKGKKFGPFVGDKKKRSQVKNNVYMWEVYYPNLGWMCID
ATDPEKGNWLRYVNWACSGEEQNLFPLEINRAIYYKTLKPIAPGEELLVWYNGEDNPEI
MHHHHHHHHHHDLGTENLYFQSMEHGPVTFVPDTPIESRARLSLPKQLVLRQSIVGAE
VGVWTGETIPVRTCFGPLIGQQSHSMEVAEWTDKAVNHIWKIYHNGVLEFCIITTDENE
CNWMMFVRKARNREEQNLVAYPHDGKIFFCTSQDIPPENELLFYYSRDYAQQIGVPES
SKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMEHGPVTFVPDTPIESRARLSLPKQLVLRQSIVGAE
VGVWTGETIPVRTCFGPLIGQQSHSMEVAEWTDKAVNHIWKIYHNGVLEFCIITTDENE
CNWMMFVRKARNREEQNLVAYPHDGKIFFCTSQDIPPENELLFYYSRDYAQQIGVPE
MHHHHHHHHHHDLGTENLYFQSMLGMYVPDRFSLKSSRVQDGMGLYTARRVRKGEK
FGPFAGEKRMPEDLDENMDYRLMWEVRGSKGEVLYILDATNPRHSNWLRFVHEAPSQ
EQKNLAAIQEGENIFYLAVEDIETDTELLIGYLDSDMEAEEEEQQIMTVIKEGEVENSRR
QSTAGRKDRLGCKEDYACPQCESSFTSEDILAEHLQTLHQKPTEEKEFKCKNCGKKFP
VKQALQRHVLQCTAKSSSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAQNWCAKCNASFRMTSDLVYHMRS
HHKKEYAMEPLVKRRREEKLKCPICNESFRERHHLSRHMTSHN
MHHHHHHHHHHDLGTENLYFQSMSEPQDDDYLYCEMCQNFFIDSCAAHGPPTFVKDS
AVDKGHPNRSALSLPPGLRIGPSGIPQAGLGVWNEASDLPLGLHFGPYEGRITEDEEA
ANNGYSWLITKGRNCYEYVDGKDKSWANWMRYVNCARDDEEQNLVAFQYHRQIFYR
TCRVIRPGCELLVWYGDEYGQELGIKWGSKWKKELMAGREPKPSSKGGYGLNDIFEA
QKIEWHE
MHHHHHHHHHHDLGTENLYFQSMDLQEDEDGVYFSSYGHYGIHEEMLKDKIRTESYR
DFIYQNPHIFKDKVVLDVGCGTGILSMFAAKAGAKKVLGVDQSEILYQAMDIIRLNKLEDT
ITLIKGKIEEVHLPVEKVDVIISEWMGYFLLFESMLDSVLYAKNKYLAKGGSVYPDICTISL
VAVSDVNKHADRIAFWDDVYGFKMSCMKKAVIPEAVVEVLDPKTLISEPCGIKHIDCHTT
SISDLEFSSDFTLKITRTSMCTAIAGYFDIYFEKNCHNRVVFSTGPQSTKTHWKQTVFLL
EKPFSVKAGEALKGKVTVHKSKKDPRSLTVTLTLNNSTQTYGLQ
MHHHHHHHHHHDLGTENLYFQSMTNHHSEKEFCSYLQYLEYLSQNRPPPNAYELFAK
GYEDYLQSPLQPLMDNLESQTYEVFEKDPIKYSQYQQAIYKCLLDRVPEEEKDTNVQV
LMVLGAGRGPLVNASLRAAKQADRRIKLYAVEKNPNAVVTLENWQFEEWGSQVTVVSS
DMREWVAPEKADIIVSELLGSFADNELSPECLDGAQHFLKDDGVSIPGEYTSFLAPISSS
KLYNEVRACREKDRDPEAQFEMPYVVRLHNFHQLSAPQPCFTFSHPNRDPMIDNNRY
CTLEFPVEVNTVLHGFAGYFETVLYQDITLSIRPETHSPGMFSWFPILFPIKQPITVREGQ
TICVRFWRCSNSKKVWYEWAVTAPVCSAIHNPTGRSYTIGLSSKGGYGLNDIFEAQKIE
WHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGSAAKRKKKQRRNRTTFNSSQLQAL
ERVFERTHYPDAFVREELARRVNLSEARVQVWFQNRRAKFRRNERAMLA
MSGLNDIFEAQKIEWHEGSAGGSGDFKPGDLIFAKMKGYPHWPARVDEVPDGAVKPP
TNKLPIFFFGTHETAFLGPKDIFPYSENKEKYGKPNKRKGFNEGLWEIDNNPKVKFSSQ
QAATKQGGSGHHHHHH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKPCFVCQDKSSGYHYGVSACEGCKGF
FRRSIQKNMVYTCHRDKNCIINKVTRNRCQYCRLQKCFEVGMSK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDSYELSPQLEELITKVSKAHQETFPSL
CQLGKYTTNSSADHRVQLDLGLWDKFSELATKCIIKIVEFAKRLPGFTGLSIADQITLLKA
ACLDILMLRICTRYTPEQDTMTFSDGLTLNRTQMHNAGFGPLTDLVFAFAGQLLPLEMD
DTETGLLSAICLICGDRMDLEEPEKVDKLQEPLLEALRLYARRRRPSQPYMFPRMLMKI
TDLRGISTKGAERAITLKMEIPGPMPPLIREMLENPEMFE

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRVYKPCFVCNDKSSGYHYGVSSCEG
CKGFFRRSIQKNMVYTCHRDKNCIINKVTRNRCQYCRLQKCFEVGMSKEAVRNDRNK

MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKPCFVCNDKSSGYHYGVSSCEGCKGF
FRRSIQKNMVYTCHRDKNCIINKVTRNRCQYCRLQKCFEVGMSK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKKKHRRNRTTFTTYQLHQLERAFEAS
HYPDVYSREELAAKVHLPEVRVQVWFQNRRAKWRRQE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMCNECGKVFSQKSYLTVHYRTHSGEK
PYECNECGKKFHHRSAFNSHQRIH
MSGLNDIFEAQKIEWHEGSAGGSGNLELLESFGQNYPEEADGTLDCISMALTCTFNRW
GTLLAVGCNDGRIVIWDFLTRGIAKIISAHIHPVCSLCWSRDGHKLVSASTDNIVSQWDV
LSGDCDQRFRFPSPILKVQYHPRDQNKVLVCPMKSAPVMLTLSDSKHVVLPVDDDSDL
NVVASFDRRGEYIYTGNAKGKILVLKTDSQDLVASFRVTTGTSNTTAIKSIEFARKGSCFL
INTADRIIRVYDGREILTCGRDGEPEPMQKLQDLVNRTPWKKCCFSGDGEYIVAGSARQ
HALYIWEKSIGNLVKILHGTRGELLLDVAWHPVRPIIASISSGVVSIWAQNQVENWSAFAP
DFKELDENVEYEERESEFDIEDEDKSEPEQTGADAAEDEEVDVTSVDPIAAFCSSDEEL
EDSKALLYLPIAPEVEDPEENPYGPPPDAVQTSLMDEGASSEKKRQSSADGSQPPKKK
PKTTNIELQGVPNDEVHPLLGVKGDGKSKKKQAGRPKGSKGKEKDSPFKPKLYKGDR
GLPLEGSAKGKVQAELSQPLTAGGAISELLGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLDMKNRREKCTYCRRHFMSAFHLRE
HEQVHCGPQPYMCVSIDCYARFGSVNELLNHKQKHDDLR
MSGLNDIFEAQKIEWHEGSAGGSGSQSRIFYLRNFNNWMKSVLIGEFLEKVRQKKKRD
ITVLDLGCGKGGDLLKWKKGRINKLVCTDIADVSVKQCQQRYEDMKNRRDSEYIFSAEF
ITADSSKELLIDKFRDPQMCFDICSCQFVCHYSFESYEQADMMLRNACERLSPGGYFIG
TTPNSFELIRRLEASETESFGNEIYTVKFQKKGDYPLFGCKYDFNLEGVVDVPEFLVYFP
LLNEMAKKYNMKLVYKKTFLEFYEEKIKNNENKMLLKRMQALEPYPANESSKLVSEKVD
DYEHAAKYMKNSQVRLPLGTLSKSEWEATSIYLVFAFEKQQGGSGHHHHHH
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAIPCKICGDKSSGIHYGVITCEGCKGFFR
RSQQSNATYSCPRQKNCLIDRTSRNRCQHCRLQKCLAVGMSR
MSGLNDIFEAQKIEWHEGSAGGSGSAFSEAALEKKLSELSNSQQSVQTLSLWLIHHRK
HSRPIVTVWERELRKAKPNRKLTFLYLANDVIQNSKRKGPEFTKDFAPVIVEAFKHVSSE
TDESCKKHLGRVLSIWEERSVYENDVLEQLKQALYGDKKPRKRTYEQIKVDENENCSS
LGSPSEPPQTLDLVRALQDLENAASGDAAVHQRIASLPVEVQEVSLLDKITDKESGERL
SKMVEDACMLLADYNGRLAAEIDDRKQLTRMLADFLRCQKEALAEKEHKLEEYKRKLA
RVSLVRKELRSRIQSLPDLSRLPNVTGSHMHLPFAGDIYSEDGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMT:! EGSDLSSINT!

GKVTEN: PQGIKSPSKPPGF QETKEEKSSYNCPLCEKICTTQHQLTMHI
RQHNTDTGGADHSCSICGKSLSSASSLDRHMLVHSGERPYKCTVCGQSFTTNGNMH
RHMKIHEKDPNSATATAPP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEAALYKHKCKYCSKVFGTDSSLQIHL
RSHTGERPFVCSVCGHRFTTKGNLKVHFHRHP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAATEPILAATGSPAAVPPEKLEGAGSS
SAPERNCVGSSLPEASPPAPEPSSPNAAVPEAIPTPRAAASAALELPLGPAPVSVAPQA
EAEARSTPGPAGSRLGPETFRQRFRQFRYQDAAGPREAFRQLRELSRQWLRPDIRTK
EQIVEMLVQEQLLAILPEAARARRIRRRTDVRITG
MSGLNDIFEAQKIEWHEGSAGGSGHFTWDKYLKETCSVPAPVHCFKQSYTPPSNEFKI
SMKLEAQDPRNTTSTCIATVVGLTGARLRLRLDGSDNKNDFWRLVDSAEIQPIGNCEKN
GGMLQPPLGFRLNASSWPMFLLKTLNGAEMAPIRIFHKEPPSPSHNFFKMGMKLEAVD
RKNPHFICPATIGEVRGSEVLVTFDGWRGAFDYWCRFDSRDIFPVGWCSLTGDNLQPP
GTKGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMSSTSSVQRDDFHWEEYLKETGSISAPSECFRQS
QIPPVNDFKVGMKLEARDPRNATSVCIATVIGITGARLRLRLDGSDNRNDFWRLVDSPDI
QPVGTCEKEGDLLQPPLGYQMNTSSWPMFLLKTLNGSEMASATLFKKEPPKPPLNNF
KVGMKLEAIDKKNPYLICPATIGDVKGDEVHITFDGWSGAFDYWCKYDSRDIFPAGWCR
LTGDVLQPPGTSSSKGGYGLNDIFEAQKIEWHE




HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

SCML2

SCML2

SETD1A

SETD1A

SETD2

SETD3

SETD7

SETD8

SETDB1

SETDB1

SETDB2

SETMAR

SETMAR

SETMAR
SFMBT1

SFMBT2

SHARPIN

SHPRH

SIRT1

Q9UQRO

Q9UQRO

015047

015047

Q9BYW2

Q86TU7

Q8WTS6

QI9NQR1-2

Q15047

Q15047

Q96T68

Q53H47

Q53H47

Q53H47
QY9UHJ3

Q5VUGO

Q9HOF6

Q149N8

Q96EB6

SCML2-A006

SCML2-A005

SETD1A-A003

SETD1A-A005

SETD2-A001

SETD3-A002

SETD7-A002

SETD8-A002

SETDB1-A001

SETDB1-A003

SETDB2-A001

SETMAR-A003

SETMAR-A002

SETMAR-A005
SFMBT1-A003

SFMBT2A-A001

HT88B.001

HR6933A.001

SIRT1-A003

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC

SGC
SGC

SGC

Rutgers

Rutgers

SGC

42497.12

41769.94

28711.41

16771.02

47153.07

62223.61

45882.37

22681.37

17471.57

27552.51

29809.88

374731

374731

35632.95

57882.56

37956.68

12590.44

60829.94

8.8286

7.2696

9.4103

8.1746

8.1584

6.7862

4.5247

7.1331

4.1727

9.315

6.086

6.8676

6.8676

6.8482

5.6317

5.8238

7.0749

5.2982

Misc

Misc

Misc

Misc

SET

SET

SET

SET

SET

SET

SET

Misc

Misc

Misc
NA

Misc

Misc

PHD

SIR2
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pass

pass

pass

pass.

pass

pass

pass

pass.

pass

pass

fail

pass.

pass

pass.
pass

pass.

pass

pass

pass

MSGLNDIFEAQKIEWHEGSAGGSGGQTVNEDSMDVKKENQEKTPQSSTSSVQRDDF
HWEEYLKETGSISAPSECFRQSQIPPVNDFKVGMKLEARDPRNATSVCIATVIGITGARL
RLRLDGSDNRNDFWRLVDSPDIQPVGTCEKEGDLLQPPLGYQMNTSSWPMFLLKTLN
GSEMASATLFKKEPPKPPLNNFKVGMKLEAIDKKNPYLICPATIGDVKGDEVHITFDGWS
GAFDYWCKYDSRDIFPAGWCRLTGDVLQPPGTSVPIVKNIAKTESSPSEASQHSMQSP
QKTTLILPTQQVRRSSRIKPPGPTAVPKRSSSVKNITPRKKGPNSGKKEKPLPVICSTSA
ASLKSLTRDRGMLYKDVASGPCKIVMSGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGMSTVCVYVNKHGNFGPHLDPKRIQQLPDHFGPG
PVNVVLRRIVQACVDCALETKTVFGYLKPDNRGGEVITASFDGETHSIQLPPVNSASFAL
RFLENFCHSLQCDNLLSSQPFSSSRGHTHSSAEHDKNQSAKEDVTERQSTKRSPQQT
VPYVVPLSPKLPKTKEYASEGEPLFAGGSAIPKEENLSEDSKSSSLNSGNYLNPACRNP
MYIHTSVSQDFSRSVPGTTSSPLVGDISPKSSPHEVKFQMQRKSEAPSYIAVPDPSVLK
QGFSKDPSTWSVDEVIQFMKHTDPQISGPLADLFRQHEIDGKALFLLKSDVMMKYMGL
KLGPALKLCYYIEKLKEGKYSGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGMDQEGGGDGQKAPSFQWRNYKLIVDPALDPALR
RPSQKVYRYDGVHFSVNDSKYIPVEDLQDPRCHVRSKNRDFSLPVPKFKLDEFYIGQIP
LKEVTFARLNDNVRETFLKDMCRKYGEVEEVEILLHPRTRKHLGLARVLFTSTRGAKET
VKNLHLTSVMGNIIHAQLDIKGQQRMKYYELIVNGSYTPQTVPTGGKALSEKFQGSGAA
TETAESRRRSGGGSHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGKLDEFYIGQIPLKEVTFARLNDNVRETFLKDMCRK
'YGEVEEVEILLHPRTRKHLGLARVLFTSTRGAKETVKNLHLTSVMGNIIHAQLDIKGQQR
MKYYELIVNGSYTPQTVPTGGGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMSHFSDQSDKFLLSLQKDKGSVQAPEISSNSIKDTL
AVNEKKDFSKNLEKNDIKDRGPLKKRRQEIESDSESDGELQDRKKVRVEVEQGETSVP
PGSALVGPSCVMDDFRDPQRWKECAKQGKMPCYFDLIEENVYLTERKKNKSHRDIKR
MQCECTPLSKDERAQGEIACGEDCLNRLLMIECSSRCPNGDYCSNRRFQRKQHADVE
VILTEKKGWGLRAAKDLPSNTFVLEYCGEVLDHKEFKARVKEYARNKNIHYYFMALKND
EIIDATQKGNCSRFMNHSCEPNCETQKWTVNGQLRVGFFTTKLVPSGSELTFDYQFQR
YGKEAQKCFCGSANCRGYLGGENRVSIRAAGGKMKKERSRKSSKGGYGLNDIFEAQK
IEWHE
MHHHHHHHHHHDLGTENLYFQSMGKKSRVKTQKSGTGATATVSPKEILNLTSELLQKC
SSPAPGPGKEWEEYVQIRTLVEKIRKKQKGLSVTFDGKREDYFPDLMKWASENGASVE
GFEMVNFKEEGFGLRATRDIKAEELFLWVPRKLLMTVESAKNSVLGPLYSQDRILQAMG
NIALAFHLLCERASPNSFWQPYIQTLPSEYDTPLYFEEDEVRYLQSTQAIHDVFSQYKNT
ARQYAYFYKVIQTHPHANKLPLKDSFTYEDYRWAVSSVMTRQNQIPTEDGSRVTLALIP
LWDMCNHTNGLITTGYNLEDDRCECVALQDFRAGEQIYIFYGTRSNAEFVIHSGFFFDN
NSHDRVKIKLGVSKSDRLYAMKAEVLARAGIPTSSVFALHFTEPPISAQLLAFLRVFCMT
EEELKEHLLGDSAIDRIFTLGNSEFPVSWDNEVKLWTFLEDRASLLLKTYKTTIEEDKSV
LKNHDLSVRAKMAIKLRLGEKEILEKAVKSAAVNREYYRQQMEEKAPSSKGGYGLNDIF
EAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMDSDDEMVEEAVEGHLDDDGLPHGFCTVTYSSTD
RFEGNFVHGEKNGRGKFFFFDGSTLEGYYVDDALQGQGVYTYEDGGVLQGTYVDGE
LNGPAQEYDTDGRLIFKGQYKDNIRHGVCWIYYPDGGSLVGEVNEDGEMTGEKIAYVY
PDERTALYGKFIDGEMIEGKLATLMSTEEGRPHFELMPGNSVYHFDKSTSSCISTNALLP
DPYESERVYVAESLISSAGEGLFSKVAVGPNTVMSFYNGVRITHQEVDSRDWALNGNT
LSLDEETVIDVPEPYNHVSKYCASLGHKANHSFTPNCIYDMFVHPRFGPIKCIRTLRAVE
ADEELTVAYGYDHSPPGKSGPEAPEWYQVELKAFQATQQKSSKGGYGLNDIFEAQKIE
WHE

MSGLNDIFEAQKIEW AELQSEERKRIDELIESGKEEGMKI
DLIDGKGRGVIATKQFSRGDFVVEYHGDLIEITDAKKREALYAQDPSTGCYMYYFQYLS
KTYCVDATRETNRLGRLINHSKCGNCQTKLHDIDGVRHLILIASRDIAAGEELLYDYGDR
SKASIEAHPWLKHGGGSHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGTNRLVQHGLQVRLQLFKTQNKGWGIRCLDDIAKG
SFVCIYAGKILTDDFADKEGLEMGDEYFANLDHIESVENFKEGYESDAPCSSDSSGVDL
KDQEDGNSGTEDPEESNDDSSDDNFCKDEDFSTGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGDLIVSMRILGKKRTKTWHKGTLIAIQTVGPGKKYK
VKFDNKGKSLLSGNHIAYDYHPPADKLYVGSRVVAKYKDGNQVWLYAGIVAETPNVKNK
LRFLIFFDDGYASYVTQSELYPICRPLKKTWEDIEDISCRDFIEEYVTAYPNRPMVLLKSG
QLIKTEWEGTWWKSRVEEVDGSLVRILFLDDKRCEWIYRGSTRLEPMFSMKTGGSGH
HHHHH
MSGLNDIFEAQKIEWHEGSAGGSGDENGRDENTMKNIFSKKRKLEVACSDCEVEVLPL
GLETHPRTAKTEKCPPKFSNNPKELTMETKYDNISRIQYHSVIRDPESKTAIFQHNGKKM
EFVSSESVTPEDNDGFKPPREHLNSKTKGAQKDSSSNHVDEFEDNLLIESDVIDITKYR
EETPPRSRCNQATTLDNQNIKKAIEVQIQKPQEGRSTACQRQQVFCDEELLSETKNTSS
DSLTKFNKGNVFLLDATKEGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMSEVDNDQLRAIIEADPLTTTREVAEELNVNHSTVV
RHLKQIGKVKKLDKWVPHELTENQKNRRFEVSSSLILRNHNEPFLDRIVTCDEKWILYD
NRRRSAQWLDQEEAPKHFPKPILHPKKVMVTIWWSAAGLIHYSFLNPGETITSEKYAQE
IDEMNQKLQRLQLALVNRKGPILLHDNARPHVAQPTLQKLNELGYEVLPHPPYSPDLLP
TNYHVFKHLNNFLQGKRFHNQQDAENAFQEFVESQSTDFYATGINQLISRWQKCVDCN
GSYFDSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMSEVDNDQLRAIIEADPLTTTREVAEELNVNHSTVV
RHLKQIGKVKKLDKWVPHELTENQKNRRFEVSSSLILRNHNEPFLDRIVTCDEKWILYD
NRRRSAQWLDQEEAPKHFPKPILHPKKVMVTIWWSAAGLIHYSFLNPGETITSEKYAQE
IDEMNQKLQRLQLALVNRKGPILLHDNARPHVAQPTLQKLNELGYEVLPHPPYSPDLLP
TNYHVFKHLNNFLQGKRFHNQQDAENAFQEFVESQSTDFYATGINQLISRWQKCVDCN
GSYFDSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGSEVDNDQLRAIIEADPLTTTREVAEELNVNHSTVV
RHLKQIGKVKKLDKWVPHELTENQKNRRFEVSSSLILRNHNEPFLDRIVTCDEKWILYD
NRRRSAQWLDQEEAPKHFPKPILHPKKVMVTIWWSAAGLIHYSFLNPGETITSEKYAQE
IDEMNQKLQRLQLALVNRKGPILLHDNARPHVAQPTLQKLNELGYEVLPHPPYSPDLLP
TNYHVFKHLNNFLQGKRFHNQQDAENAFQEFVESQSTDFYATGINQLISRWQKCVDCN
GSYFDGGSGHHHHHH

MHHHHHHHHHHSSGVDLGTENLYFQSMMESTLSASNMQDPSSSPLEKCLGSANGNG
DLDSEEGSSLEETGFNWGEYLEETGASAAPHTSFKHVEISIQSNFQPGMKLEVANKNN
PDTYWVATIITTCGQLLLLRYCGYGEDRRADFWCDVVIADLHPVGWCTQNNKVLMPPD
AIKEKYTDWTEFLIRDLTGSRTAPANLLEGPLRGKGPIDLITVGSLIELQDSQNPFQYWIV
SVIENVGGRLRLRYVGLEDTESYDQWLFYLDYRLRPVGWCQENKYRMDPPSEIYPLK
MASEWKCTLEKSLIDAAKFPLPMEVFKDHADLRSHFFTVGMKLETVNMCEPFYISPASV
TKVFNNHFFQVTIDDLRPEPSKLSMLCHADSLGILPVQWCLKNGVSLTPPKGYSGQDF
DWADYHKQHGAQEAPPFCFRNTSFSRGFTKNMKLEAVNPRNPGELCVASVVSVKGRL
MWLHLEGLQTPVPEVIVDVESMDIFPVGWCEANSYPLTAPHKTVSQKK
MHHHHHHEFMSGLNDIFEAQKIEWHEGSAGGSGENLYFQGMAPPAGGAAAAASDLG
SAAVLLAVHAAVRPLGAGPDAEAQLRRLQLSADPERPGRFRLELLGAGPGAVNLEWPL
ESVSYTIRGPTQHELQPPPGGPGTLSLHFLNPQEAQRWAVLVRGATVEGQNGSKSNS
PPALGPEACPVSLPSPPEASTLKGPPPEADLPRSPGNLTEREELAGSLARAIAGGDEKG
AAQVAAVLAQHRVALSVQLQEACFPPGPIRLQVTLEDAASAASAASSAHVALQVHPHCT
VAALQEQVFSELGFPPAVQRWVIGRCLCVPERSLASYGVRQDGDPAFLYLLSAPREAP
ATGPSPQHPQKMDGELG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTSDYRFECICGELDQIDRKPRVQCLK
CHLWQHAKCVNYDEKNLKIKPFYCPHCLVAMEPVSTRATLIISPSSIC
MSGLNDIFEAQKIEWHEGSAGGSGGFHSCESDEEDRASHASSSDWTPRPRIGPYTFV
QQHLMIGTDPRTILKDLLPETIPPPELDDMTLWQIVINILSEPPKRKKRKDINTIEDAVKLL
QECKKIIVLTGAGVSVSCGIPDFRSRDGIYARLAVDFPDLPDPQAMFDIEYFRKDPRPFF
KFAKEIYPGQFQPSLCHKFIALSDKEGKLLRNYTQNIDTLEQVAGIQRIIQCHGSFATASC
LICKYKVDCEAVRGDIFNQVVPRCPRCPADEPLAIMKPEIVFFGENLPEQFHRAMKYDK
DEVDLLIVIGSSLKVRPVALIPSSIPHEVPQILINREPLPHLHFDVELLGDCDVIINELCHRL
GGEYAKLCCNPVKLSEITEKPPRTQKELAYLSELPPTPLHVSEDSSSPERTSPPDSSVIV
TLLDQAAKSNDDLDVSESKGCMEEKPQEVQTSRNVESIAEQMENPDLKNVGSSTGEK
NERTSVAGTVRKCWPNRVAKEQISRRLDGNQYLFLPPNRYIFHGAEVYSDSEDDGGS
GHHHHHH



HGCN

SIRTS

SIRT6

SIRT7

SIX3

SIX3

SIX3

SIX3

SIX6

SKOR2

SMAD2

SMARCA1

SMARCA2

SMARCA4
SMARCA4

SMARCC1

SMARCC2

SMARCC2

SMARCC2

SMARCE1

SMNDC1

SMU1

SMURF1

SMYD2

SMYD3

SMYD4

Uniprot ID

QINXA8

Q8N6T7

QI9NRC8
095343
095343
095343
095343

095475

Q2VWA4

Q15796

P28370

P51531

P51532
P51532

Q92922

Q8TAQ2

Q8TAQ2

Q8TAQ2

Q969G3

075940

Q2TAY7

Q9HCE7

QINRG4

Q9H7B4

Q8IYR2

Antigen ID

SIRT5-A001

SIRT6-A001

SIRT7-A001
HR7143A.009
HR7143A.010
HR7143A.003

Six3

HR8072A.001

HR8491C.001

HR4670B.006

SNF2L-A001

SMARCA2A-A001

SMARCA4A-A001
SMARCA4A-A005

SMARCC1-A001

HR7400B.008

SMARCC2-A001

HR7400C.002

HR7811A.006

SMNDC1-A001

SMU1-A001

SMURF1-A002

SMYD2-A001

SMYD3-A003

SMYD4-A001

Antigen Source

SGC

SGC

SGC
Rutgers
Rutgers
Rutgers

RAN

Rutgers

Rutgers

Rutgers

SGC

SGC

SGC

SGC

SGC

Rutgers

SGC

Rutgers

Rutgers

SGC

SGC

SGC

SGC

SGC

MW (Da)

32694.96

42440.26

44741.7
12994.52
12994.52
12994.52
6931.82

12565.02

16218.37

21140.72

39902.28

22150.04

20546.03

10164.97

17884.1

15353.05

15087.05

15698.68

26488.6

60996.47

51692.83

53081.52

54272.63

25748.91

pl

7.7159

8.9786

9.415
10.1819

10.1819

10.1819

10.9776
9.9349

5.4132

6.2895

9.1407

8.0338

6.2242

5.093

6.7526

6.8823

7.1672

6.8036

7.5097

6.9777

6.6018

6.6025

6.9005

6.497

Common Domain Names Primary Validation (passi/fail)

SIR2

SIR2

SIR2
Homeobox
Homeobox
Homeobox
Homeobox

Homeobox

Misc

Misc

Misc

Bromodomain

Bromodomain
NA

Misc

Misc

Misc

Misc

HMG Box

Misc

WD40

Misc

Zinc Finger

Zinc Finger

Misc
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pass.

pass

pass.

fail

fail

pass

pass.

fail

fail

pass

pass

pass

pass
pass

pass

pass

pass.

pass

pass.

fail

pass.

pass

pass.

pass

fail

construct seq (with tag)

MSGLNDIFEAQKIEWHEGSAGGSGARPSSSMADFRKFFAKAKHIVIISGAGVSAESGVP
TFRGAGGYWRKWQAQDLATPLAFAHNPSRVWEFYHYRREVMGSKEPNAGHRAIAEC
ETRLGKQGRRVVVITONIDELHRKAGTKNLLEIHGSLFKTRCTSCGVVAENYKSPICPAL
SGKGAPEPGTQDASIPVEKLPRCEEAGCGGLLRPHVVWFGENLDPAILEEVDRELAHC
DLCLVVGTSSVVYPAAMFAPQVAARGVPVAEFNTETTPATNRFRFHFQGPCGTTLPEAL
AGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGSVNYAAGLSPYADKGKCGLPEIFDPPEELERKVW
ELARLVWQSSSVVFHTGAGISTASGIPDFRGPHGVWTMEERGLAPKFDTTFESARPTQ
THMALVQLERVGLLRFLVSQNVDGLHVRSGFPRDKLAELHGNMFVEECAKCKTQYVR
DTVVGTMGLKATGRLCTVAKARGLRACRGELRDTILDWEDSLPDRDLALADEASRNAD
LSITLGTSLQIRPSGNLPLATKRRGGRLVIVNLQPTKHDRHADLRIHGYVDEVMTRLMKH
LGLEIPAWDGPRVLERALPPLPRPPTPKLEPKEESPTRINGSIPAGPKQEPCAQHNGSE
PASPKRERPTSPAPHRPPKRVKAKAVPSGGSGHHHHHH

MSGLNDIFEAQKIEWE AGGLSRSERKAAI REEQQRERLRQVSR
ILRKAAAERSAEEGRLLAESADLVTELQGRSRRREGLKRRQEEVCDDPEELRGKVREL
ASAVRNAKYLVVYTGAGISTAASIPDYRGPNGVWTLLQKGRSVSAADLSEAEPTLTHMS
ITRLHEQKLVQHVVSQNCDGLHLRSGLPRTAISELHGNMYIEVCTSCVPNREYVRVFDV
TERTALHRHQTGRTCHKCGTQLRDTIVHFGERGTLGQPLNWEAATEAASRADTILCLG
SSLKVLKKYPRLWCMTKPPSRRPKLYIVNLQWTPKDDWAALKLHGKCDDVMRLLMAEL
GLEIPAYSRWQDPIFSLATPLI {SRKSLCI {HHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDGEQKTHCFKERTRSLLREWYLQDP
YPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQAIGPSGMR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDGEQKTHCFKERTRSLLREWYLQDP
'YPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQAIGPSGMR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDGEQKTHCFKERTRSLLREWYLQDP
YPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQAIGPSGMR
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAEQKTHCFKERTRSLLREWYLQDPYPN
PSKKRELAQATGLTPTQVGNWFKNRRQRDRA
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMIWDGEQKTHCFKERTRHLLREWYLQ
DPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQQQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDNFAFDVIITDSSDPMGPAESLFKESY
YQLMKTALKEDGVLCCQGECQWLHLDLIKEMRQFCQSLFPVVAYAYCTIPTYPSGQIGF
MLCSKNPSTNFQEPVQPQARTV
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTGRLDELEKAITTQNCNTKCVTIPSTC
SEIWGLSTPNTIDQWDTTGLYSFSEQTRSLDGRLQVSHRKGLPHVIYCRLWRWPDLHS
HHELKAIENCEYAFNLKKDEVCVNPYHYQRVETPVLPPVLVPRHTEILTELPPLDDYTHS
IPE
MSGLNDIFEAQKIEWHEGSAGGSGKRERKANYAVDAYFREALRVSEPKIPKAPRPPKQ
PNVQDFQFFPPRLFELLEKEILYYRKTIGYKVPRNPDIPNPALAQREEQKKIDGAEPLTPE
ETEEKEKLLTQGFTNWTKRDFNQFIKANEKYGRDDIDNIAREVEGKSPEEVMEYSAVF
WERCNELQDIEKIMAQIERGEARIQRRISIKKALDAKIARYKAPFHQLRIQYGTSKGKNYT
EEEDRFLICMLHKMGFDRENVYEELRQCVRNAPQFRFDWFIKSRTAMEFQRRCNTLIS
LIEKENMEIEERERAEKKKRATKTPMVKFSAFSGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMRRGRPPAEKLSPNPPKLTKQMNAIIDTVINYKDRC
NVEKVPSNSQLEIEGNSSGRQLSEVFIQLPSRKELPEYYELIRKPVDFKKIKERIRNHKY
RSLGDLEKDVMLLCHNAQTFNLEGSQIYEDSIVLQSVFKSARQKIAKEEESSKGGYGLN
DIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMLSPNPPNLTKKMKKIVDAVIKYKDSSSGRQLSEVFI
QLPSRKELPEYYELIRKPVDFKKIKERIRNHKYRSLNDLEKDVMLLCQNAQTFNLEGSLI
'YEDSIVLQSVFTSVRQKIEKEDDSEGEESEEEEESSKGGYGLNDIFEAQKIEWHE

MSGLNDIFEAQKIEWHEGSAGGSGSSSQDDEEWLRPVMRKEKQVLVHWGFYPDSYD
TWVHSNDVDAEIEDPPIPEKPWKVGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEQTHHIIIPSYAAWFDYNSVHAIERRA
LPEFFNGKNKSKTPEIYLAYRNFMIDTYRLNPQEYLTSTACRRNLAGDVCAIMRVHAFLE
QWGLINYQVDAESRPTPMGPPPTSHFHVLADTP
MSGLNDIFEAQKIEWHEGSAGGSGEQTHHIIIPSYAAWFDYNSVHAIERRALPEFFNGK
NKSKTPEIYLAYRNFMIDTYRLNPQEYLTSTACRRNLAGDVCAIMRVHAFLEQWGLINY
QVDAESRGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTHHIIIPSYAAWFDYNSVHAIERRALP
EFFNGKNKSKTPEIYLAYRNFMIDTYRLNPQEYLTSTACRRNLAGDVCAIMRVHAFLEQ
WGLINYQV
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGTNSRVTASSGITIPKPPKPPDKPLMP
'YMRYSRKVWDQVKASNPDLKLWEIGKIIGGMWRDLTDEEKQEYLNEYEAEKIEYNESM
KAYHNSPAYLAYINAK
MSGLNDIFEAQKIEWHEGSAGGSGLKKDLQEVIELTKDLLSTQPSETLASSDSFASTQP
THSWKVGDKCMAVWSEDGQCYEAEIEEIDEENGTAAITFAGYGNAEVTPLLNLKPVEE
GRKAKEDSGNKPMSKKEMIAQQREYKKKKALKKAQRIKELEQEREDQKVKWQQFNNR
AYSKNKKGQVKRSIFASPESVTGKVGVGTCGIADKPMTQYQDTSKYNVRHLMPQGGS
GHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGMSIEIESSDVIRLIMQYLKENSLHRALATLQEETTV
SLNTVDSIESFVADINSGHWDTVLQAIQSLKLPDKTLIDLYEQVVLELIELRELGAARSLL
RQTDPMIMLKQTQPERYIHLENLLARSYFDPREAYPDGSSKEKRRAAIAQALAGEVSVV
PPSRLMALLGQALKWQQHQGLLPPGMTIDLFRGKAAVKDVEEEKFPTQLSRHIKFGQK
SHVECARFSPDGQYLVTGSVDGFIEVWNFTTGKIRKDLKYQAQDNFMMMDDAVLCMC
FSRDTEMLATGAQDGKIKVWKIQSGQCLRRFERAHSKGVTCLSFSKDSSQILSASFDQ
TIRIHGLKSGKTLKEFRGHSSFVNEATFTQDGHYIISASSDGTVKIWNMKTTECSNTFKS
LGSTAGTDITVNSVILLPKNPEHFVVCNRSNTVVIMNMQGQIVRSFSSGKREGGDFVCC
ALSPRGEWIYCVGEDFVLYCFSTVTGKLERTLTVHEKDVIGIAHHPHQNLIATYSEDGLL
KLWKPGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGHHIMNHQCQLKEPSQPLPLPSEGSLEDEELPAQR
YERDLVQKLKVLRHELSLQQPQAGHCRIEVSREEIFEESYRQIMKMRPKDLKKRLMVKF
RGEEGLDYGGVAREWLYLLCHEMLNPYYGLFQYSTDNIYMLQINPDSSINPDHLSYFHF
VGRIMGLAVFHGHYINGGFTVPFYKQLLGKPIQLSDLESVDPELHKSLVWILENDITPVL
DHTFCVEHNAFGRILQHELKPNGRNVPVTEENKKEYVRLYVNWRFMRGIEAQFLALQK
GFNELIPQHLLKPFDQKELELIIGGLDKIDLNDWKSNTRLKHCVADSNIVRWFWQAVETF
DEERRARLLQFVTGSTRVPLQGFKALQGSTGAAGPRLFTIHLIDANTDNLPKAHTCFNR
IDIPPYESYEKLYEKLLTAVEETCGGGSGHHHHHH

MSGLNDIFEAQKIEWHEGSAGGSGRAEGLGGLERFCSPGKGRGLRALQPFQVGDLLF
SCPAYAYVLTVNERGNHCEYCFTRKEGLSKCGRCKQAFYCNVECQKEDWPMHKLECS
PMVVFGENWNPSETVRLTARILAKQKIHPERTPSEKLLAVKEFESHLDKLDNEKKDLIQS
DIAALHHFYSKHLEFPDNDSLVVLFAQVNCNGFTIEDEELSHLGSAIFPDVALMNHSCCP
NVIVTYKGTLAEVRAVQEIKPGEEVFTSYIDLLYPTEDRNDRLRDSYFFTCECQECTTKD
KDKAKVEIRKLSDPPKAEAIRDMVRYARNVIEEFRRAKHYKSPSELLEICELSQEKMSSV
FEDSNVYMLHMMYQAMGVCLYMQDWEGALQYGQKIIKPYSKHYPLYSLNVASMWLKL
GRLYMGLEHKAAGEKALKKAIAIMEVAHGKDHPYISEIKQEIESHGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMEPLKVEKFATANRGNGLRAVTPLRPGELLFRSDPL
AYTVCKGSRGVVCDRCLLGKEKLMRCSQCRVAKYCSAKCQKKAWPDHKRECKCLKS
CKPRYPPDSVRLLGRVVFKLMDGAPSESEKLYSFYDLESNINKLTEDRKEGLRQLVMTF
QHFMREEIQDASQLPPAFDLFEAFAKVICNSFTICNAEMQEVGVGLYPSISLLNHSCDPN
CSIVFNGPHLLLRAVRDIEVGEELTICYLDMLMTSEERRKQLRDQYCFECDCFRCQTQD
KDADMLTGDEQVWKEVQESLKKIEELKAHWKWEQVLAMCQAIISSNSERLPDINIYQLK
VLDCAMDACINLGLLEEALFYGTRTMEPYRIFFPGSHPVRGVQVMKVGKLQLHQGMFP
QAMKNLRLAFDIMRVTHGREHSLIEDLILLLEECDANIRASSSKGGYGLNDIFEAQKIEW
HE

MSGLNDIFEAQKIEWHEGSAGGSGLQPEDELFLKRLSKGYLVGKDSDAPLFYREEGNK
KFQEKDYTGAAVLYSKGVSHSRPNTEDMSLCHANRSAALFHLGQYETCLKDINIAQTH
GYPERLQPKIMLRKAECLVALGRLQEASQTISDLERNFTATPALADVLPQTLQRNLHRLK
MKMQEKDSLTESFPAALAKTLEDAALREENEQLSNASSSIGLCVDPLGGSGHHHHHH



HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

SNAI2

SOX12

SOX4

SOX7

SOX8

SOX8

SP100
SP140

SP2

SP3

SP4

SP7

SRRT

SRY

STAT1

STAT2

SUPT6H
SUV39H1

SUV420H1

SUV420H2

SUV420H2

TAF1

043623

015370

Q06945

Q9BT81

P57073

P57073

P08047

P23497
Q13342

Q02086

Q02447

Q02446

Q3SY56

Q8TDD2

QYBXPS5

Q05066

P42224

P52630

Q7KZ85
043463

Q4FZB7-2

Q86Y97

Q86Y97

P21675

HR7012B.004

HR7180A.002

HR8424A.001

Sox7

HR7103A.002

Sox8

HR4634D.004

SP100-A001
SP140A-A002

HR7855A.004

HR4738B.004

HR4504D.001

HR7866A.003

HR7872A.003

ARS2-A001

HR6924A.005

HR8389A.002

HR3569E.008

SUPT6H-A001
SUV39H1-A002

SUV420H1-A002

SUV420H2-A002

SUV420H2-A003

TAF1A-A001

Rutgers

Rutgers

Rutgers
RAN
Rutgers

RAN

Rutgers

SGC
SGC

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

SGC

Rutgers

Rutgers

Rutgers

SGC
SGC

SGC

SGC

SGC

23202.29

13884.81

14401.48

8312.65

12854.59

8280.58

25461.79

25304.52
26166.62

11007.48

23763.83

20285.89

12600.35

11210.68

77706.14

13492.37

70494.85

16732.81

155713.59

34404.63

33372.68

33372.68

20221.83

8.3477

9.507

9.7249

10.5861
9.7731

10.6549

9.2097

6.6693
6.0945

9.4972

9.3665

9.1133

8.8733

8.6875

5.3474
10.1

6.9276

5.3961

5.4167

7.0044

7.5202

7.5202

6.7396

Zinc Finger

HMG Box

HMG Box
HMG Box
HMG Box

HMG Box

Zinc Finger

Misc
PHD

Zinc Finger
Zinc Finger
Zinc Finger

Zinc Finger

Zinc Finger

Misc

HMG Box

Misc

Misc

Misc
NA

SET

SET

Bromodomain
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fail

pass.

pass

pass

pass

pass

fail

pass
pass

pass.

fail

pass

pass

pass.

pass

pass.

pass

pass

pass
pass.

pass

pass.

pass

pass

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSGSESPISDEEERLQSKLSDPHAIEA
EKFQCNLCNKTYSTFSGLAKHKQLHCDAQSRKSFSCKYCDKEYVSLGALKMHIRTHTL
PCVCKICGKAFSRPWLLQGHIRTHTGEKPFSCPHCNRAFADRSNLRAHLQTHSDVKKY
QCKNCSKTFSRMSLLHKHEESGCCVAH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGWCKTPSGHIKRPMNAFMVWSQHE
RRKIMDQWPDMHNAEISKRLGRRWQLLQDSEKIPFVREAERLRLKHMADYPDYKYR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKADDPSWCKTPSGHIKRPMNAFMV
'WSQIERRKIMEQSPDMHNAEISKRLGKRWKLLKDSDKIPFIREAERLRLKHMADYPDYK
YRP
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAIRRPMNAFMVWAKDERKRLAVQNPDL
HNAELSKMLGKSWKALTLSQKRPYVDEAERLRLQHMQDYPNYK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVKRPMNAFMVWAQAARRKLADQYP
HLHNAELSKTLGKLWRLLNESEKRPFVEEAERLRVQHKKDHPDYKYQPR
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAVKRPMNAFMVWAQAARRKLADQYPHL
HNAELSKTLGKLWRLLSESEKRPFVEEAERLRVQHKKDHPDYK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDAQPQAGRRTRREACTCPYCKDSE
GRGSGDPGKKKQHICHIQGCGKVYGKTSHLRAHLRWHTGERPFMCTWSYCGKRFTR
SDELQRHKRTHTGEKKFACPECPKRFMRSDHLSKHIKTHQNKKGGPGVALSVGTLPLD
SGAGSEGSGTATPSALITTNMVAMEAICPEGIARLANSGINVMQVADLQSINISGNGF
MSGLNDIFEAQKIEWHEGSAGGSGVDPCPENSNICEVCNKWGRLFCCDTCPRSFHEH
CHIPSVEANKNPWSCIFCRIKTIQERCPESQSGHQESEVLMRQMLPEEQLKCEFLLLKV
'YCDSKSCFFASEPYYNREGSQGPQKPMWLNKVKTSLNEQMYTRVEGFVQDMRLIFHN
HKEFYREDKFTRLGIQVQDIFEKNFRNIFAIQETSGGSGHHHHHH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKKHVCHIPDCGKTFRKTSLLRAHVRL
HTGERPFVCNWFFCGKRFTRSDELQRHARTHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPNCKEGGGRGTNLGKKKQHICHIPG
CGKVYGKTSHLRAHLRWHSGERPFVCNWMYCGKRFTRSDELQRHRRTHTGEKKFVC
PECSKRFMRSDHLAKHIKTHQNKKGIHSSSTVLASVEAARDDTLITAGGTTLILANIQQG
SVSGIGTVNTSATSNQDILTNTEIPLQLVTVSGNETME
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPGKKKQHICHIEGCGKVYGKTSHLRA
HLRWHTGERPFICNWMFCGKRFTRSDELQRHRRTHTGEKRFECPECSKRFMRSDHL
SKHVKTHONKKGGGTALAIVTSGELDSSVTEVLGSPRIVTVAAISQDSNPATPNVSTNM
EER
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMCHIPGCGKAYAKTSHLKAHLRWHSG
DRPFVCNWLFCGKRFTRSDELQRHLQTHTGTKKFPCAVCSRVFMRSDHL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPIHSCHIPGCGKVYGKASHLKAHLRW
HTGERPFVCNWLFCGKRFTRSDELERHVRTHTREK
MHHHHHHHHHHDLGTENLYFQSMGSIAEIDLGVPPPVMKTFKEFLLSLDDSVDETEAV
KRYNDYKLDFRRQQMQDFFLAHKDEEWFRSKYHPDEVGKRRQEARGALQNRLRVFL
SLMETGWFDNLLLDIDKADAIVKMLDAAVIKMEGGTENDLRILEQEEEEEQAGKPGEPS
KKEEGRAGAGLGDGERKTNDKDEKKEDGKQAENDSSNDDKTKKSEGDGDKEEKKED
SEKEAKKSSKKRNRKHSGDDSFDEGSVSESESESESGQAEEEKEEAEALKEKEKPKE
EEWEKPKDAAGLECKPRPLHKTCSLFMRNIAPNISRAEIISLCKRYPGFMRVALSEPQP
ERRFFRRGWVTFDRSVNIKEICWNLQNIRLRECELSPGVNRDLTRRVRNINGITQHKQI
VRNDIKLAAKLIHTLDDRTQLWASEPGTPPLPTSLPSQNPILKNITDYLIEEVSAEEEELL
GSSGGAPPEEPPKEGNPAEINVERDEKLIKVLDKLLLYLRIVHSLDYYNTCEYPNEDEM
PNRCGIIHVRGPMPPNRISHGEVLEWQKTFEEKLTPLLSVRESLSEEEAQKMGRKDPE
QEVEKFVTSNTQELGKDKWLCPLSGKKFKGPEFVRKHIFNKHAEKIEEVKKEVAFFNNF
LTDAKRPALPEIKSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVQDRVKRPMNAFIVWSRDQRRKMAL
ENPRMRNSEISKQLGYQWKMLTEAEKWPFFQEAQKLQAMHREKYPNYKYRP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLDKQKELDSKVRNVKDKVMCIEHEIK
SLEDLQDEYDFKCKTLQNREHETNGVAKSDQKQEQLLLKKMYLMLDNKRKEVVHKIIEL
LNVTELTQNALINDELVEWKRRQQSACIGGPPNACLDQLQNWFTIVAESLQQVRQQLK
KLEELEQKYTYEHDPITKNKQVLWDRTFSLFQQLIQSSFVVERQPCMPTHPQRPLVLKT
GVQFTVKLRLLVKLQELNYNLKVKVLFDKDVNERNTVKGFRKFNILGTHTKVMNMEEST
NGSLAAEFRHLQLKEQKNAGTRTNEGPLIVTEELHSLSFETQLCQPGLVIDLETTSLPVV
VISNVSQLPSGWASILWYNMLVAEPRNLSFFLTPPCARWAQLSEVLSWQFSSVTKRGL
NVDQLNMLGEKLLGPNASPDGLIPWTRFCKENINDKNFPFWLWIESILELIKKHLLPLWN
DGCIMGFISKERERALLKDQQPGTFLLRFSESSREGAITFTWVERSQNGGEPDFHAVE
PYTKKELSAVTFPDIIRNYKVMAAENIPENPLKYLYPNIDKDHAFGKYYSRPKEAPEPME
LDGPKGTGYIKTELISVS
MGHHHHHHSHMAQWEMLQNLDSPFQDQLHQLYSHSLLPVDIRQYLAVWIEDQNWQE
AALGSDDSKATMLFFHFLDQLNYECGRCSQDPESLLLQHNLRKFCRDIQPFSQDPTQL
AEMIFNLLLEEKRILIQAQRAQLEQGE

MSGLNDIFEAQKIEWHEGSAGGSGSRRSIFEMYEPSELESSHLTDQDNEIRATDLPERF
QLRSIPVKGAEDDELEEEADWIYRNAFATPTISLQESCDYLDRGQpassFSRKGPSTIQKI
KEALGFMRNQHFEVPFIAFYRKEYVEPELHINDLWRVWQWDEKWTQLRIRKENLTRLF
EKMQAYQYEQISADPDKPLADGIRALDTTDMERLKDVQSMDELKDVYNHFLLYYGRDI
PKMQNAAKASRKKLKRVREEGDEEGEGDEAEDEEQRGPELKQASRRDMYTICQSAG
LDGLAKKFGLTPEQFGENLRDSYQRHETEQFPAEPLELAKDYVCSQFPTPEAVLEGAR
YMVALQIAREPLVRQVLRQTFQERAKLNITPTKKGRKDVDEAHYAYSFKYLKNKPVKEL
RDDQFLKICLAEDEGLLTTDISIDLKGVEGYGNDQTYFEEIKQFYYRDEFSHQVQEWNR
QRTMAIERALQQFLYVQMAKELKNKLLAEAKEYVIKACSRKLYNWLRVAPYRPDQQVE
EDDDFMDENQGKGIRVLGIAFSSARDHPVFCALVNGEGEVTDFLRLPHFTKRRTAWRE
EEREKKAQDIETLKKFLLNKKPHVVTVAGENRDAQMLIEDVKRIVHELDQGQQLSSIGV
ELVDNELAILYMNSKKSEAEFRDYPPVLRQAVSLARRIQDPLIEFAQVCSSDEDILCLKFH
PLQEHVVKEELLNALYCEFINRVNEVGVDVNRAIAHPYSQALIQYVCGLGPRKGTHLLKI
LKQNNTRLESRTQLVTMCHMGPKVFMNCAGFLKIDTASLGDSTDSYIEVLDGSRVHPE
TYEWARKMAVDALEYDESAEDANPAGALEEILENPERLKDLDLDAFAEELERQGYGDK
HITLYDIRAELSCRYKDLRTAYRSPNTEEIFNMLTKETPETFYIGKLIICNVTGIAHRRPQG
ESYDQAIRNDETGLWQCPFCQQDNFPELSEVWNHFDSGSCPGQAIGVKTRLDNGVTG
FIPTKFLSDKVVKRPEERVKVGMTVHCRIMKIDIEKFSADLTCRTSDLMDRNNEWKLPK
DTYYDFDAEAADHKQEEDMKRKQQRTTYIKRVIAHPSFHNINFKQAEKMMETMDQGD
VIIRPSSKGENHLTVTWKVSDGIYQHVDVREEGKENAFSLGATLWINSEEFEDLDEIVAR
YVQPMASFARDLLNHKYYQDCSGGDRKKLEELLIKTKKEKPTFIPYFICACKELPGKFLL
GYQPRGKPRIEYVTVTPEGFRYRGQIFPTVNGLFRWFKDHYQDPVPGITPSSSSRTRT
PASINATPANINLADLTRAVNALPQNMTSQMFSAIAAVTGQGANPNATGGSGHHHHHH

MSGLNDIFEAQKIEWHEGSAGGSGSSGMSAKELCENDDLATSLVLDPYLGFQTHKMN
TSAFPSRSSRHFSKSDSFSHNNPVRFRPIKGRQEELKEVIERFKKDEHLEKAFKCLTSG
EWARHYFLNKNKMQEKLFKEHVFIYLRMFATDSGFEILPCNRYSSEQNGAKIVATKEWK
RNDKIELLVGCIAELSEIEENMLLRHGENDFSVMYSTRKNCAQLWLGPAAFINHDCRPN
CKFVSTGRDTACVKALRDIEPGEEISCYYGDGFFGENNEFCECYTCERRGTGAFKSRG
GGSHHHHHH
MHHHHHHHHHHDLGTENLYFQSMGPDRVTARELCENDDLATSLVLDPYLGFRTHKMN
VSPVPPLRRQQHLRSALETFLRQRDLEAAYRALTLGGWTARYFQSRGPRQEAALKTHV
YRYLRAFLPESGFTILPCTRYSMETNGAKIVSTRAWKKNEKLELLVGCIAELREADEGLL
RAGENDFSIMYSTRKRSAQLWLGPAAFINHDCKPNCKFVPADGNAACVKVLRDIEPGD
EVTCFYGEGFFGEKNEHCECHTC RTRF YGLNDIFEAQKIEWH
E
MHHHHHHHHHHDLGTENLYFQSMGPDRVTARELCENDDLATSLVLDPYLGFRTHKMN
VSPVPPLRRQQHLRSALETFLRQRDLEAAYRALTLGGWTARYFQSRGPRQEAALKTHV
YRYLRAFLPESGFTILPCTRYSMETNGAKIVSTRAWKKNEKLELLVGCIAELREADEGLL
RAGENDFSIMYSTRKRSAQLWLGPAAFINHDCKPNCKFVPADGNAACVKVLRDIEPGD
EVTCFYGEGFFGEKNEHCECHTCERKGEGAFRTRPRESSKGGYGLNDIFEAQKIEWH
E
MHHHHHHHHHHDLGTENLYFQSMRRTDPMVTLSSILESIINDMRDLPNTYPFHTPVNA
KVVKDYYKIITRPMDLQTLRENVRKRLYPSREEFREHLELIVKNSATYNGPKHSLTQISQ
SMLDLCDEKLKEKEDKLARLEKAINPLLDDDDSSKGGYGLNDIFEAQKIEWHE




HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

TAF1L

TBL1X

TBX4

TBX5

TBX5

TCF19

TCF19

TCF21

TDRD3

TDRKH

TERF2

TERF2IP

TGIF1

THAP9

TIF1

TNKS1

TP53BP1

TRIM28

TRPS1

TSC2

TSC22D4

TSC22D4

TSC22D4

UHRF1

UHRF1

UHRF1

UHRF2

UHRF2

USP13

Q8I1ZX4

060907

P57082

Q99593

Q99593

QoY242

Q9Y242

043680

QOH7E2

QoY2we

Q15554

QINYBO

Q15583

Q9H5L6

015164

095271

Q12888

Q13263

QYUHF7

P49815

Q9Y3Q8

Q9Y3Q8

Q9Y3Q8

Q96T88-2

Q96T88-2

Q96T88-2

Q96PU4

Q96PU4

Q92995

TAF1LA-A001

TBL1X-A001

HR7232A.002

HR8313A.001

Tbx5

TCF19-A004

HRG965A.004

HR8141A.004

TDRD3-A001

TDRD2-A003

HR7931A.001

HR7939A.002

HR4411B.045

HR7271B.004

TIF1A-A002

TNKS1A-A003

53BP1-A001

TRIM28A-A001

HR8134A.005

TSC2-A004

HR7683A.005

HR7683A.014

HR7683A.030

UHRF1A-A001

UHRF1-A005

UHRF1-A006

UBH14-A003

UBH14-A004

USP13-A002

SGC

SGC

Rutgers

Rutgers

SGC

Rutgers

Rutgers

SGC

SGC
Rutgers
Rutgers

Rutgers

Rutgers

SGC

SGC

SGC

SGC

Rutgers

SGC
Rutgers
Rutgers

Rutgers

SGC

SGC

SGC

SGC

SGC

SGC

19385.87

21321.29

25620.39

24927.57

21276.62

17269.1

19716.05

14864.9

10352.49

61946.64

10548.97

10651.88
8979.22

15385.55

19710.39

28479.84

17770.72

26717.08

17591.38

28139.52
9216.51

12284.86

12285.86

17077.29

81317.24

16334.39

27127.31

30003.46

19212.3

6.5525

5.2067

9.4813

9.8109

10.3853

6.556

6.6254

9.7729

5.8957

4.7864
9.8664

7.4229

9.6916

10.3777

6.3587

6.291

5.6118

6.632

6.2473
6.508

6.0067

5.7445

7.4442

7.7084

6.8408

7.319

9.7433

6.1022

Bromodomain

Misc

Misc

Misc

Misc

Misc

Misc

Misc

Misc

Misc
Misc
Misc

Misc

Misc

Bromodomain

Misc

Misc

Zinc Finger

Misc
Misc
Misc

Misc

Misc

PHD

PHD

DUF

Misc

Zinc Finger

Page 21

pass

pass.

pass

pass

pass

pass.

pass

pass.

pass

pass.

fail

pass.

pass

fail

pass

pass.

pass

pass

pass

pass.

pass

pass.

pass

fail

pass

pass.

pass

pass.

pass

MHHHHHHHHHHDLGTENLYFQSMVTLSSILESIINDMRDLPNTHPFHTPVNAKVVKDYY
KITRPMDLQTLRENVRKCLYPSREEFREHLELIVKNSATYNGPKHSLTQISQSMLDLCD
EKLKEKEDKLARLEKAINPLLDDDDSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAG TSDEVNFLVYRYLQESGFSHSAFTFGIESHISQ
SNINGTLVPPAALISILQKGLQYVEAEISINEDGTVFDGRPIESLSLIDAVMPDVVQTRQQ
AFREKLAQQQASAAAAAAAATAAATAATTTSAGVSHQNPSKNREATVNGEENRAHSVN
NHAKPMEIDGEVEIGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEQTIENIKVGLHEKELWKKFHEAGTE
MIITKAGRRMFPSYKVKVTGMNPKTKYILLIDIVPADDHRYKFCDNKWMVAGKAEPAMP
GRLYVHPDSPATGAHWMRQLVSFQKLKLTNNHLDPFGHIILNSMHKYQPRLHIVKADEN
NAFGSKNTAFCTHVFPETSFISVTSYQNHKITQLKIENNPFAKG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEGIKVFLHERELWLKFHEVGTEMIITK
AGRRMFPSYKVKVTGLNPKTKYILLMDIVPADDHRYKFADNKWSVTGKAEPAMPGRLY
VHPDSPATGAHWMRQLVSFQKLKLTNNHLDPFGHIILNSMHKYQPRLHIVKADENNGF
GSKNTAFRTHVFPETAFIAVTSYQNHKITQLKIENNPF
MKIEEHHHHHHSSGKLGSTEDLYFQSAAQPAKVFLHERELWLKFHEVGTEMIITKAGRR
MFPSYKVKVTGLNPKTKYILLMDIVPADDHRYKFADNKWSVTGKAEPAMPGRLYVHPD
SPATGAHWMRQLVSFQKLKLTNNHLDPFGHIILNSMHKYQPRLHIVKADENNGFGSKNT
AFCTHVFPETAFIAVTSYQNHKITQLKIENNPFAKGFRGS

MSGLNDIFEAQKIEWt FQLLI DLYTFHPP GCTYRLGH
RADLCDVALRPQQEPGLISGIHAELHAEPRGDDWRVSLEDHSSQGTLVNNVRLPRGHR
LELSDGDLLTFGPEGPPGTSPSEFYFMFQQVRVKPGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLPCFQLLRIGGGRGGDLYTFHPPAGA
GCTYRLGHRADLCDVALRPQQEPGLISGIHAELHAEPRGDDWRISLEDHSSQGTLVNN
VRLPRGHRLELSDGDLLTFGPEGPPGTSPSEFYFMFQQVRVKPQDFAAITIPRSRGEA
R
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSQEGKQVQRNAANARERARMRVLS
KAFSRLKTTLPWVPPDTKLSKLDTLRLASSYIAHLRQILANDKYENGYIHPVNLTWPFMV
AGKPESDLKEV
MHHHHHHHHHHDLGTENLYFQSMKMWKPGDECFALYWEDNKFYRAEVEALHSSGMT
AVVKFIDYGNYEEVLLSNIKPIQTEAWEEE
MHHHHHHHHHHDLGTENLYFQSMVGEDDIEIEMRVPQEAVKLIIGRQGANIKQLRKQT
GARIDVDTEDVGDERVLLISGFPVQVCKAKAAIHQILTENTPVSEQLSVPQRSVGRIIGR
GGETIRSICKASGAKITCDKESEGTLLLSRLIKISGTQKEVAAAKHLILEKVSEDEELRKRI
AHSAETRVPRKQPISVRREDMTEPGGAGEPALWKNTSSSMEPTAPLVTPPPKAGGDM
AVW\ 'SDDSFQKSEAQAI EIPSPDFSFHADEYLEVYVSASEHPN
HFWIQIVGSRSLQLDKLVNEMTQHYENSVPEDLTVHVGDIVAAPLPTNGSWYRARVLG
TLENGNLDLYFVDFGDNGDCPLKDLRALRSDFLSLPFQAIECSLARIAPSGDQWEEEAL
DEFDRLTHCADWKPLVAKISSYVQTGISTWPKIYLYDTSNGKKLDIGLELVHKGYAIELPE
DIEENRAVPDMLKDMATETDASLSTLLTETKKSSGEITHTLSCLSLSEAASMSGDDNLED
DYLLSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKKQKWTVEESEWVKAGVQKYGEGN
WAAISKNYPFVNRTAVMIKDRWRTMKRLGMN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGRIAFTDADDVAILTYVKENARSPSSV
TGNALWKAMEKSSLTQHSWQSLKDRYLKHLRG
MGHHHHHHSHMNLPKESVQILRDWLYEHRYNAYPSEQEKALLSQQTHLSTLQVCNWF
INARRRLLPDMLRKDGK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTRSCSAVGCSTRDTVLSRERGLSFH
QFPTDTIQRSKWIRAVNRVDPRSKKIWIPGPGAILCSKHFQESDFESYGIRRKLKKGAVP
SVSLYKIPQGVHLKGK
MHHHHHHHHHHSSGVDLGTENLYFQSMGLVKLTPIDKRKCERLLLFLYCHEMSLAFQD
PVPLTVPDYYKIIKNPMDLSTIKKRLQEDYSMYSKPEDFVADFRLIFQNCAEFNEPDSEV
ANAGIKLENYFEELLKNLYPEKRFPKPESSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGTILLDLAPEDKEYQSVEEEMQSTIREHRDGGNAG
GIFNRYNVIRIQKVVNKKLRERFCHRQKEVSEENHNHHNERMLFHGSPFINAIIHKGFDE
RHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPTHKDRSCYICHRQMLFCRVTLG
KSFLQFSTIKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQIMKPEAPS
QTATAAEQGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGSSPGNSFVGLRVVAKWSSNGYFYSGKITRDVGA
GKYKLLFDDGYECDVLGKDILLCDPIPLDTEVTALSEDEYFSAGVVKGHRKESGELYYSI
EKEGQRKWYKRMAVILSLEQGNRLREQYGLGPYEGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMGTLDDSATICRVCQKPGDLVMCNQCEFCFHLDCH
LPALQDVPGEEWSCSLCHVLPDLKEEDGSLSLDGADSTGVVAKLSPANQRKCERVLLA
LFCHEPCRPLHQLATDSTFSLDQPGGTLDLTLIRARLQEKLSPPYSSPQEFAQDVGRMF
KQFNKLTEDKADVQSIIGLQRFFETRMNEAFGDTKFSAVLVESSKGGYGLNDIFEAQKIE
WHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLLLHLSPGAAGSSRVKHQCHQCSFT
TPDVDVLLFHYESVHESQASDVKQEANHLQGSDGQQSVKESKEHSCTKCDFITQVEE
EISRHYRRAHSCYKCRQCSFTAADTQSLLEHFNTVHCQ
MSGLNDIFEAQKIEWHEGSAGGSGQSFERSVQLLDQIPSYDTHKIAVLYVGEGQSNSE
LAILSNEHGSYRYTEFLTGLGRLIELKDCQPDKVYLGGLDVCGEDGQFTYCWHDDIMQ
AVFHIATLMPTKDVDKHRCDKKRHLGNDFVSIVYNDSGEDFKLGTIKGQFNFVHVIVTPL
DYECNLVSLQCRKDMEGLVDTSVAKIVSDRNLPFVARQMALHANMASQVHHSRSNPT
DIYPSKWIAGGGSHHHHHH
MGHHHHHHSHMVGIDNKIEQAMDLVKSHLMFAVREEVEVLKEQIRELAERNAALEQEN
GLLRALASPEQLAQLPSSGVPRLG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNKIEQAMDLVKSHLMFAVREEVEVLK
EQIRELAERNAALEQENGLLRALASPEQLAQLPSSGVPRLGPPAPNGPSV
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNKIEQAMDLVKSHLMFAVREEVEVLN
EQIRELAERNAALEQENGLLRALASPEQLAQLPSSGVPRLGPPAPMGPPS
MHHHHHHHHHHSSGVDLGTENLYFQSMEPYSLTAQQSSLIREDKSNAKLWNEVLASLK
DRPASGSPFQLFLSKVEETFQCICCQELVFRPITTVCQHNVCKDCLDRSFRAQVFSCPA
CRYDLGRSYAMQVNQPLQTVLNQLFPGYGNGR
MHHHHHHHHHHDLGTENLYFQSMPADEDMWDETELGLYKVNEYVDARDTNMGAWF
EAQVVRVTRKAPSRDEPCSSTSRPALEEDVIYHVKYDDYPENGVVQMNSRDVRARAR
TIKWQDLEVGQVVMLNYNPDNPKERGFWYDAEISRKRETRTARELYANVVLGDDSLN
DCRIIFVDEVFKIERPGEGSPMVDNPMRRKSGPSCKHCKDDVNRLCRVCACHLCGGR
QDPDKQLMCDECDMAFHIYCLDPPLSSVPSEDEWYCPECRNDASEVVLAGERLRESK
KKAKMASATSSSQRDWGKGMACVGRTKECTIVPSNHYGPIPGIPVGTMWRFRVQVSE
SGVHRPHVAGIHGRSNDGAYSLVLAGGYEDDVDHGNFFTYTGSGGRDLSGNKRTAEQ
SCDQKLTNTNRALALNCFAPINDQEGAEAKDWRSGKPVRVVRNVKGGKNSKYAPAEG
NRYDGIYKVVKYWPEKGKSGFLVWRYLLRRDDDEPGPWTKEGKDRIKKLGLTMQYPE
GYLEALANREREKENSKREEEEQQEGGFASPRTGKGKWKRKSAGGGPSRAGSPRRT
SKKTKVEPYSLTAQQSSLIREDKSNAKLWNEVLASLKDRPASGSPFQLFLSKVEETFQCI
CCQELVFRPITTVCQHNVCKDCLDRSFRAQVFSCPACRYDLGRSYAMQVNQPLQTVL
NQLFPGYGNGRSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMMRRKSGPSCKHCKDDVNRLCRVCACHLCGGRQ
DPDKQLMCDECDMAFHIYCLDPPLSSVPSEDEWYCPECRNDASEVVLAGERLRESKK
KAKMASATSSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGSARARLIDPGFGIYKVNELVDARDVGLGAWFEAHI
HSVTRASDGQSRGKTPLKNGSSCKRTNGNIKHKSKENTNKLDSVPSTSNSDCVAADE
DVIYHIQYDEYPESGTLEMNVKDLRPRARTILKWNELNVGDVVMVNYNVESPGQRGF
WFDAEITTLKTISRTKKELRVKIFMGGSEGTLNDCKIISVDEIFKIERPGAHPLSFADGKFL
RGGSGHHHHHH

MSGLNDIFEAQKIEWHE TESRRD VGRTRECTIVPSNH
'YGPIPGIPVGSTWRFRVQVSEAGVHRPHVGGIHGRSNDGAYSLVLAGGFADEVDRGD
EFTYTGSGGKNLAGNKRIGAPSADQTLTNMNRALALNCDAPLDDKIGAESRNWRAGK
PVRVIRSFKGRKISKYAPEEGNRYDGIYKVVKYWPEISSSHGFLVWRYLLRRDDVEPAP
WTSEGIERSRRLCLRLQYPAGYPSDKEGKKPKGQSGGSGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMENELPVSKYANNLTQLDNGVRIPPSGWKCARCDL
RENLWLNLTDGSVLCGKWFFDSSGGNGHALEHYRDMGYPLAVKLGTITPDGADVYSF
QEEEPVLDPHLAKHLAHFGIDMLHMHGTENGLQDSSKGGYGLNDIFEAQKIEWHE




HGCN

usp7

UspP7

usp7

VAX2

VENTX

VSX1

VSX1

VSX2

WDR12

WDR45

WDR48

WDR48

'WDR5

WDR5

'WDR82

WHSC1

WHSC1

WHSC1L1

WHSC1L1

YY1

ZBED1

ZBTB11

Uniprot ID

Q93009

Q93009

Q93009

QouUIW0

095231

QYNZR4

QINZR4

P58304

Q9GZL7

Q9Y484-3

Q8TAF3

Q8TAF3

P61964

P61964

QBUXN9

096028

096028

Q9BZ95

Q9BZ95

P25490

096006

095625

Antigen ID

USP7-A007

USP7-A008

USP7-A001

HR8032A.001
HR7703A.001
HR7928A.002
HR7928A.008

HR8065A.001

WDR12-A001

'WDR45-A001

HR2647C.001

'WDR48-A001

WDR5-A003

'WDR5-A002

WDR82-A001

HR7541B.001

WHSC1-A002

WHSC1L1-A002

WHSC1L1-A003

HR8137B.005

HR7328B.003

HR6940B.006

Antigen Source

SGC

SGC

SGC

Rutgers
Rutgers
Rutgers
Rutgers

Rutgers

SGC

SGC

Rutgers

SGC

SGC

SGC

SGC

Rutgers

SGC

SGC

Rutgers

Rutgers

Rutgers

MW (Da)

29075.81

47822.88

67726.86

14256.12
11663.22
12027.43
12027.43

11405.89

51160.54

43320.16

17596.65

79663.06

41750.04

41750.04

38531.62

17582.77

27801.34

23609.41

28976.72

22785.03

14401.16

13712.52

pl

4.9365

6.2693

5.2744

9.9004

9.089
6.9258
6.9258

7.9168

6.051

6.9069

6.1136

6.9152

7.7137

7.7137

7.1435

6.2199

6.4821

7.2776

7.6808

9.5165

6.9062

8.4989

Common Domain Names Primary Validation (passi/fail)

Misc

Misc

Misc

Homeobox
Homeobox
Homeobox
Homeobox

Zinc Finger

WD40

WD40

DUF

‘WD40

WD40

WD40

WD40

SET

PWWP

SET

Zinc Finger

Zinc Finger

Zinc Finger
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pass

pass

pass.

pass

pass

fail

fail

fail

pass.

pass

pass.

pass

pass

pass

pass

fail

pass.

pass

fail

fail

pass.

pass

construct seq (with tag)

MHHHHHHHHHHDLGTENLYFQSMNHQQQQQQQKAGEQQLSEPEDMEMEAGDTDD
PPRITQNPVINGNVALSDGHNTAEEDMEDDTSWRSEATFQF TVERFSRLSESVLSPPC
FVRNLPWKIMVMPRFYPDRPHQKSVGFFLQCNAESDSTSWSCHAQAVLKIINYRDDEK
FSRRISHLFFHKENDWGFSNF TDPEKGFIDDDKVTFEVFVQADAPHGVAW
DSSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMSKKHTGYVGLKNQGATCYMNSLLQTLFFTNQLRK
AVYMMPTEGDDSSKSVPLALQRVFYELQHSDKPVGTKKLTKSFGWETLDSFMQHDVQ
ELCRVLLDNVENKMKGTCVEGTIPKLFRGKMVSYIQCKEVDYRSDRREDYYDIQLSIKG
KKNIFESFVDYVAVEQLDGDNKYDAGEHGLQEAEKGVKFLTLPPVLHLQLMRFMYDPQ
TDQNIKINDRFEFPEQLPLDEFLQKTDPKDPANYILHAVLVHSGDNHGGHYVVYLNPKG
DGKWCKFDDDVVSRCTKEEAIEHNYGGHDDDLSVRHCTNAYMLVYIRESKLSEVLQAV
TDHDIPQQLVERLQEEKRIEAQKRKERQEAHLYMQVQIVAEDSSKGGYGLNDIFEAQKI
EWHE
MSGLNDIFEAQKIEWHEGSAGGSGRESKLSEVLQAVTDHDIPQQLVERLQEEKRIEAQ
KRKERQEAHLYMQVQIVAEDQFCGHQGNDMYDEEKVKYTVFKVLKNSSLAEFVQSLS
QTMGFPQDQIRLWPMQARSNGTKRPAMLDNEADGNKTMIELSDNENPWTIFLETVDP
ELAASGATLPKFDKDHDVMLFLKMYDPKTRSLNYCGHIYTPISCKIRDLLPVMCDRAGFI
QDTSLILYEEVKPNLTERIQDYDVSLDKALDELMDGDIIVFQKDDPENDNSELPTAKEYF
RDLYHRVDVIFCDKTIPNDPGFVVTLSNRMNYFQVAKTVAQRLNTDPMLLQFFKSQGY
RDGPGNPLRHNYEGTLRDLLQFFKPRQPKKLYYQQLKMKITDFENRRSFKCIWLNSQF
REEEITLYPDKHGCVRDLLEECKKAVELGEKASGKLRLLEIVSYKIIGVHQEDELLECLSP
ATSRTFRIEEIPLDQVDIDKENEMLVTVAHFHKEVFGTFGIPFLLRIHQGEHFREVMKRIQ
SLLDIQEKEFEKFKFAIVMMGRHQYINEDEYEVNLKDFEPQPGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVRDAKGTIREIVLPKGLDLDRPKRTRT
SFTAEQLYRLEMEFQRCQYVVGRERTELARQLNLSETQVKVWFQNRRTKQKKDQSRD
L
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAFTMEQVRTLEGVFQHHQYLSPLER
KRLAREMQLSEVQIKTWFQNRRMKHKRQMQDPQLHSP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEDRNDLKASPTLGKRKKRRHRTVFTA
HQLEELEKAFSEAHYPDVYAREMLAVKTELPEDRIQVWFQN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEDRNDLKASPTLGKRKKRRHRTVFTA
HQLEELEKAFSEAHYPDVYAREMLAVKTELPEDRIQVWFQN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSFICSECGKVFTMKSRLIEHQRTHTG
EKPYICNECGKGFPGKRNLIVHQRNHTGEKSYICSECGK
MSGLNDIFEAQKIEWHEGSAGGSGMAQLQTRFYTDNKKYAVDDVPFSIPAASEIADLSN
IINKLLKDKNEFHKHVEFDFLIKGQFLRMPLDKHMEMENISSEEVVEIEYVEKYTAPQPE
QCMFHDDWISSIKGAEEWILTGSYDKTSRIWSLEGKSIMTIVGHTDVVKDVAWVKKDSL
SCLLLSASMDQTILLWEWNVERNKVKALHCCRGHAGSVDSIAVDGSGTKFCSGSWDK
MLKIWSTVPTDEEDEMEESTNRPRKKQKTEQLGLTRTPIVTLSGHMEAVSSVLWSDAE
EICSASWDHTIRVWDVESGSLKSTLTGNKVFNCISYSPLCKRLASGSTDRHIRLWDPRT
KDGSLVSLSLTSHTGWVTSVKWSPTHEQQLISGSLDNIVKLWDTRSCKAPLYDLAAHED
KVLSVDWTDTGLLLSGGADNKLYSYRYSPTTSHVGAGGSGHHHHHH
MSGLNDIFEAQKIEWHEGSAGGSGMTQQPLRGVTSLRFNQDQSCFCCAMETGVRIYN
VEPLMEKGHLDHEQVGSMGLVEMLHRSNLLALVGGGSSPKFSEISVLIWDDAREGKDS
KEKLVLEFTFTKPVLSVRMRHDKIVIVLKNRIYVYSFPDNPRKLFEFDTRDNPKGLCDLC
PSLEKQLLVFPGHKCGSLQLVDLASTKPGTSSAPFTINAHQSDIACVSLNQPGTVVASA
SQKGTLIRLFDTQSKEKLVELRRGTDPATLYCINFSHDSSFLCASSDKGTVHIFALKDTRL
NRRSALARVGKVGPMIGQYVDSQWSLASFTVPAESACICAFGRNTSKNVNSVIAICVD
GTFHKYVFTPDGNCNREAFDVYLDICDDDDFGGSGHHHHHH
MHHHHHHEFMSGLNDIFEAQKIEWHEGSAGGSGENLYFQGNKIPFYLQPHASSGAKTL
KKDRLSASDMLQVRKVMEHVYEKIINLDNESQTTSSSNNEKPGEQEKEEDIAVLAEEKI
ELLCQDQVLDPNMDLRTVKHFIWKSGGDLTLHYRQK
MSGLNDIFEAQKIEWHEGSAGGSGMAAHHRQNTAGRRKVQVSYVIRDEVEKYNRNGV
NALQLDPALNRLFTAGRDSIIRIWSVNQHKQDPYIASMEHHTDWVNDIVLCCNGKTLISA
SSDTTVKVWNAHKGFCMSTLRTHKDYVKALAYAKDKELVASAGLDRQIFLWDVNTLTAL
TASNNTVTTSSLSGNKDSIYSLAMNQLGTIIVSGSTEKVLRVWDPRTCAKLMKLKGHTD
NVKALLLNRDGTQCLSGSSDGTIRLWSLGQQRCIATYRVHDEGVWALQVNDAFTHVYS
GGRDRKIYCTDLRNPDIRVLICEEKAPVLKMELDRSADPPPAIWVATTKSTVNKWTLKGI
HNFRASGDYDNDCTNPITPLCTQPDQVIKGGASIIQCHILNDKRHILTKDTNNNVAYWDV
LKACKVEDLGKVDFEDEIKKRFKMVYVPNWFSVDLKTGMLTITLDESDCFAAWVSAKD
AGFSSPDGSDPKLNLGGLLLQALLEYWPRTHVNPMDEEENEVNHVNGEQENRVQKG
NGYFQVPPHTPVIFGEAGGRTLFRLLCRDSGGETESMLLNETVPQWVIDITVDKNMPK
FNKIPFYLQPHASSGAKTLKKDRLSASDMLQVRKVMEHVYEKIINLDNESQTTSSSNNE
KPGEQEKEEDIAVLAEEKIELLCQDQVLDPNMDLRTVKHFIWKSGGDLTLHYRQKSTGG
SGHHHHHH
MHHHHHHHHHHDLGTENLYFQSMATEEKKPETEAARAQPTPSSSATQSKPTPVKPNY
ALKFTLAGHTKAVSSVKFSPNGEWLASSSADKLIKIWGAYDGKFEKTISGHKLGISDVA
WSSDSNLLVSASDDKTLKIWDVSSGKCLKTLKGHSNYVFCCNFNPQSNLIVSGSFDES
VRIWDVKTGKCLKTLPAHSDPVSAVHFNRDGSLIVSSSYDGLCRIWDTASGQCLKTLID
DDNPPVSFVKFSPNGKYILAATLDNTLKLWDYSKGKCLKTYTGHKNEKYCIFANFSVTG
GKWIVSGSEDNLVYIWNLQTKEIVQKLQGHTDVVISTACHPTENIIASAALENDKTIKLWK
SDCSSKGGYGLNDIFEAQKIEWHE
MHHHHHHHHHHDLGTENLYFQSMATEEKKPETEAARAQPTPSSSATQSKPTPVKPNY
ALKFTLAGHTKAVSSVKFSPNGEWLASSSADKLIKIWGAYDGKFEKTISGHKLGISDVA
WSSDSNLLVSASDDKTLKIWDVSSGKCLKTLKGHSNYVFCCNFNPQSNLIVSGSFDES
VRIWDVKTGKCLKTLPAHSDPVSAVHFNRDGSLIVSSSYDGLCRIWDTASGQCLKTLID
DDNPPVSFVKFSPNGKYILAATLDNTLKLWDYSKGKCLKTYTGHKNEKYCIFANFSVTG
GKWIVSGSEDNLVYIWNLQTKEIVQKLQGHTDVVISTACHPTENIIASAALENDKTIKLWK
SDCSSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGMKLTDSVLRSFRVAKVFRENSDKINCFDFSPNGE
TVISSSDDDSIVLYDCQEGKPKRTLYSKKYGVDLIRYTHAANTVVYSSNKIDDTIRYLSLH
DNKYIRYFPGHSKRVVALSMSPVDDTFISGSLDKTIRLWDLRSPNCQGLMHLQGKPVC
SFDPEGLIFAAGVNSEMVKLYDLRSFDKGPFATFKMQYDRTCEWTGLKFSNDGKLILIS
TNGSFIRLIDAFKGVVMHTFGGYANSKAVTLEASFTPDSQFIMIGSEDGKIHVWNGESGI
KVAVLDGKHTGPITCLQFNPKFMTFASACSNMAFWLPTIDDGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPETKIIKTDGKGWGLVAKRDIRKGEFV
NEYVGELIDEEECMARIKHAHENDITHFYMLTIDKDRIIDAGPKGNYSRFMNHSCQPNC
ETLKWTVNGDTRVGLFAVCDIPAGTELTFNYNL
MSGLNDIFEAQKIEWHEGSAGGSGKVNKPYGKVQIYTADISEIPKCNCKPTDENPCGFD
SECLNRMLMFECHPQVCPAGEFCQNQCFTKRQYPETKIIKTDGKGWGLVAKRDIRKGE
FVNEYVGELIDEEECMARIKHAHENDITHFYMLTIDKDRIIDAGPKGNYSRFMNHSCQPN
CETLKWTVNGDTRVGLFAVCDIPAGTELTFNYNLDCLGNEKTVCRCGASNCSGFLGDR
PKTGGGSHHHHHH
MHHHHHHHHHHDLGTENLYFQSMEAPVQPILSSVPTTEVSTGVKFQVGDLVWSKVGT
YPWWPCMVSSDPQLEVHTKINTRGAREYHVQFFSNQPERAWVHEKRVREYKGHKQY
EELLAEATKQASNHSEKQKIRKPRPQRERAQWDIGIAHAEKALKMTREERIEQYTFIYID
KQPEEASSKGGYGLNDIFEAQKIEWHE
MSGLNDIFEAQKIEWHEGSAGGSGNSRKPPPYKHIKANKVIGKVQIQVADLSEIPRCNC
KPADENPCGLESECLNRMLQYECHPQVCPAGDRCQNQCFTKRLYPDAEIIKTERRGW
GLRTKRSIKKGEFVNEYVGELIDEEECRLRIKRAHENSVTNFYMLTVTKDRIIDAGPKGN
'YSRFMNHSCNPNCETQKWTVNGDVRVGLFALCDIPAGMELTFNYNLDCLGNGRTECH
CGADNCSGFLGVRPKSGGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDYSEYMTGKKLPPGGIPGIDLSDPK
QLAEFARMKPRKIKEDDAPRTIACPHKGCTKMFRDNSAMRKHLHTHGPRVHVCAECG
KAFVESSKLKRHQLVHTGEKPFQCTFEGCGKRFSLDFNLRTHVRIHTGDRPYVCPFDG
CNKKFAQSTNLKSHILTHAKAKNNQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMENKSLESSQTDLKLVAHPRAKSKVWK
YFGFDTNAEGCILQWKKIYCRICMAQIAYSGNTSNLSYHLEKNHPEEFCEFVKSNTEQM
REAF
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRGYHCTQCEKSFFEARDLRQHMNK
HLGVKPFQCQFCDKCYSWKKDWYSHVKSHSVTEPYRCNICGKEFYEKALFRRHVK




HGCN

ZBTB16

ZBTB16

ZBTB21 (ZNF295)

ZBTB24

ZBTB32

ZBTB39

ZBTB39

ZBTB41

ZBTB7A

ZBTB7B

ZBTB8B

ZEB2

ZFP3

ZFP64 (ZF64B)
ZFP69 (ZNF642)

ZFP69 (ZNF642)

ZFP90

ZFPM2

ZFYVE20

ZGPAT

ZHX1

ZHX1

ZHX1

ZIC1

zic2

ZKSCAN1

ZKSCAN2

ZKSCAN4

ZKSCAN5

ZKSCAN7 (ZNF167)

ZKSCANS (ZNF192)

ZMAT2

ZNF100

ZNF101

2ZNF107

ZNF132

ZNF136

Uniprot ID

Q05516

Q05516

Q9ULJ3

043167

QaY2Y4

015060

015060

Q5svQ8

095365

015156

Q8NAP8

060315

Q96NJE

QINTW7
Q49AA0

Q49AA0

Q8TF47

Q8WW38

Q9H1KO

Q8N5A5

QIUKY1

QYUKY1

Q9UKY1

Q15915

095409

P17029

QB3HK3

Q969J2

QoyaLs

QOPOL1

Q15776

Q96NCO

Q8IYNO

Q8lzc7

Qouls

P52740

P52737

Antigen ID

HR3471E.005

HR3471F.004

HR7401C.005

HR7918A.001

HR7977A.001

HR7896A.006

HR7896A.010

HR8293A.001

HR4695D.004

HR8347A.004

HR7919A.001

HR4589D.004

HR7037B.005

HR9587A.004
HR7858B.005

HR7858A.001

HR7734B.004

HR6866A.004

HR8053A.011

ZGPAT-A002

HR7907E.003

HR7907F.007

HR7907C.005

HR7728B.002

HR7748B.005

HR8102A.005

HR8296A.002

HR7362A.006

HR7407A.005

HR7169A.005

HR8500A.002

HR7288B.006

HR8024A.003

HR8250B.005

HR7096B.005

HR7834B.005

HR8079A.003

Antigen Source

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers
Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

SGC

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

MW (Da)

18304.79

26919.5

18721.07

18662.88

15754.81

17809.3

17809.3

22157.01

16405.42

18657.08

18974.56

11158.51

24119.08

14933.41
8594.77

12605.23

15235.96

23116.09

10525.71

20011.98

11162.49

12339.94

11531.89

25526.2

20300.03

14917.86

15260.32

14684.51

14714.5

14912.99

14621.6

20690.47

12270.74

13411.2

16810.01

19034.4

12152.63

pl

5.1699

7.3511

6.1038

5.1825

6.2189

6.2699

6.2699

6.177

4.9103

5.3945

6.4267

6.6013

7.3571

6.5044

6.4108

8.374

7.7663

6.9205

4.9375

4.8233
7.347

9.5295

6.8022

9.0051

8.1915

6.1619

5.7343

5.8432

6.1694

5.4737

9.3068

8.0727

10.4798

8.8078

7.2228

8.7664

Common Domain Names Primary Validation (passi/fail)

BTB

Zinc Finger

BTB

BTB

BTB
Homeobox
Zinc Finger

Zinc Finger
SCAN

Zinc Finger
Zinc Finger

Zinc Finger

Misc

Zinc Finger
Homeobox
Homeobox
Homeobox
Zinc Finger
Zinc Finger
SCAN
SCAN
SCAN
SCAN
SCAN
SCAN
Zinc Finger
Zinc Finger
Zinc Finger
Zinc Finger

Zinc Finger

Zinc Finger
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pass.

pass

pass

pass

pass.

pass

pass.

pass

pass

pass

fail

pass

pass.

pass

pass

pass

pass.

pass

pass.

pass

pass.

fail

pass.

fail

pass.

pass

pass.

pass

pass.

pass

pass.

fail

fail

pass

fail

pass

pass.

construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMMGMIQLQNPSHPTGLLCKANQMRLA
GTLCDVVIMVDSQEFHAHRTVLACTSKMFEILFHRNSQHYTLDFLSPKTFQQILEYAYTA
TLQAKAEDLDDLLYAAEILEIEYLEEQCLKMLETIQASDD
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNHKADAVLSMPSSVTSGLHVQPALAV
SMDFSTYGGLLPQGFIQRELFSKLGELAVGMKSESRTIGEQCSVCGVELPDNEAVEQH
RKLHSGMKTYGCELCGKRFLDSLRLRMHLLAHSAGAKAFVCDQCGAQFSKEDALETH
RQTHTGTDMAVFCLLCGKRFQAQSALQQHMEVHAGVRSYICSECNRTFPSHTALKRH
LRSHTGDHPY
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEGLLHYINPAHAISLLSALNEERLKGQ
LCDVLLIVGDQKFRAHKNVLAASSEYFQSLFTNKENESQTVFQLDFCEPDAFDNVLNYI
YSSSLFVEKSSLAAVQELGYSLGISFLTNIVSKTPQAPFPTCPNRK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAETSPEPSGQLVVHSDAHSDTVLASF
EDQRKKGFLCDITLIVENVHFRAHKALLAASSEYFSMMFAEEGEIGQSIYMLEGMVADT
FGILLEFIYTGYLHASEKSTEQILATAQFLKVYDLVKAYTDFQNNH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSLPPIRLPSPYGSDRLVQLAARLRPAL
CDTLITVGSQEFPAHSLVLAGVSQQLGRRGQWALGEGISPSTFAQLLNFVYGESVELQ
PGELRPLQEAARALGVQSLEEACW
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGMRIKLQSTNHPNNLLKELNKCRLSE
TMCDVTIVVGSRSFPAHKAVLACAAGYFQNLFLNTGLDAARTYVVDFITPANFEKVLSFV
YTSELFTDLINVGVIYEVAERLGMEDLLQACHSTFPDL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGMRIKLQSTNHPNNLLKELNKCRLSE
TMCDVTIVVGSRSFPAHKAVLACAAGYFQNLFLNTGLDAARTYVVDFITPANFEKVLSFV
YTSELFTDLINVGVIYEVAERLGMEDLLQACHSTFPDL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEGNVAVECDQVTYTHSAGRPTPEAL
HCYQELPPSPDQRKLLSSLQYNKNLLKYLNDDRQKQPSFCDLLIIVEGKEFSAHKVVVA
VGSSYFHACLSKNPSTDVVTLDHVTHSVFQHLLEFLYTSEFFVYKYEIPLVLEAAKFLDII
DAVKLLNNENVAPFH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDHSSDILSGLNEQRTQGLLCDVVILV
EGREFPTHRSVLAACSQYFKKLFTSGAVVDQQNVYEIDFVSAEALTALMDFAYTATLTVS
TANVGDILSAARLLEIPAVSHVCADLLD
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGSPEDDLIGIPFPDHSSELLSCLNEQ
RQLGHLCDLTIRTQGLEYRTHRAVLAACSHYFKKLFTEGGGGAVMGAGGSGTATGGA
GAGVCELDFVGPEALGALLEFAYTATLTTSSANMPAVLQAARLLEIPCVIAACMEILQG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEMQSY YAKLLGELNEQRKRDFFCDC
SIIVEGRIFKAHRNILFANSGYFRALLIHYIQDSGRHSTASLDIVTSDAFSIILDFLYSGKLDL
CGENVIEVMSAASYLQMNDVVNFCKTYIRSSLDICRKMEKE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSPINPYKDHMSVLKAY YAMNMEPNS
DELLKISIAVGLPQEFVKEWFEQRKVYQYSNSRSPS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTGDKPYECNECGKTFGQNSEIIRHIRI
HTGEKPYVCKECGKAFRGNSELLRHERIHTGEKPYECFECGKAFRRTSHLIVHQRIHT
GEKPHQCNECARTFWDNSELLLHQKIHIGEKPYECSECEKTFSQHSQLIIHQRIHTGEK
PYECQECQKTFSRSSHLLRHQSVHCME
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMHRDEAKTENRAPLGKEGLREGSSQH
VAKIVTQRAFRCETCGASFVRDDSLRCHKKQHSDQSENKNSDLVTFPPESGASGQLST
LVSVGQLEAPLEPSQDL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMMPQQLLITLPTEASTWVKLQHPKKAV
EGAPLWEDVTKMFE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRNTYKLDLINHPTSYIRTKTYECNICE
KIFKQPIHLTEHMRIHTGEKPFRCKECGRAFSQSASLSTHQRIHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPQENFEQNKFGENSRLNTNLVTQLNI
PARIRPSECETLGSNLGHNADLLNENNILAKKKPYKCDKCRKAFIHRSSLTKHEKTHKG
EGAFPNGTDQGIYPG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPARLLDSIQLLPQQAAMASILPTAIVNK
DIFPCKSCGIWYRSERNLQAHLMYYCSGRQREAAPVSEENEDSAHQISSLCPFPQCTK
SFSNARALEMHLNSHSGVKMEEFLPPGASLKCTVCSYTADSVINFHQHLFSHLTQAAF
RCNHCHFGFQTQRELLQHQELHVPSG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPEAEEPIEEELLLQQIDNIKAYIFDAKQ
CGRLDEVEVLTENLRELKHTLAKQKGGTD
MSGLNDIFEAQKIEWHEGSAGGSGEEEGEDEEELSGTKVSAPYYSSWGTLEYHNAMV
VGTEEAEDGSAGVRVLYLYPTHKSLKPCPFFLEGKCRFKENCRFSHGQVVSLDELRPF
QDPDLSSLQAGSACLAKHQDGLWHAARITDVDNGYYTVKFDSLLLREAVVEGDGILPP
GGSGHHHHHH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSGSTGKICKKTPEQLHMLKSAFVRTQ
WPSPEEYDKLAKESGLARTDIVSWFGDTRYAWKNGNL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDSFGIRAKKTKEQLAELKVSYLKNQ
FPHDSEIIRLMKITGLTKGEIKKWFSDTRYNQRNSKSNQCLHLNN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNNPLLLNTYNKFPYPTMSEITVLSAQ
AKYTEEQIKIWFSAQRLKHGVSWTPEEVEEARRKQFNG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNVNMAAHHGAGAFFRYMRQPIKQEL
ICKWIEPEQLANPKKSCNKTFSTMHELVTHVTVEHVGGPEQSNHICFWEECPREGKPF
KAKYKLVNHIRVHTGEKPFPCPFPGCGKVFARSENLKIHKRTHTGEKPFKCEFEGCDR
RFANSSDRKKHMHVHTSDKPYLCKMCDKSYTHPSSLRKHMKVHE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGAFFRYMRQQCIKQELICKWIDPEQL
SNPKKSCNKTFSTMHELVTHVSVEHVGGPEQSNHVCFWEECPREGKPFKAKYKLVNH
IRVHTGEKPFPCPFPGCGKVFARSENLKIHKRTHTGEKPFQCEFEGCDRRFANSSDR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDPEIFRQRFRRFCYQNTFGPREALS
RLKELCHQWLRPEINTKEQILELLVLEQFLSILPKELQVWLQEYRPDSGEEAVTLLEDLE
LDLSG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEGSDSSETFRKCFRQFCYEDVTGPH
EAFSKLWELCCRWLKPEMRSKEQILELLVIEQFLTILPEKIQAWAQKQCPQSGEEAVALV
VHLEKETGRLR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPERSRQRFRGFRYPEAAGPREALSR
LRELCGQWLQPEMHSKEQILELLVLEQFLTILPGNLQSWVREQHPESGEEVVVLLEYLE
RQLDEP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNPPTFETFYQRFRHFQYHEASGPRE
ALSQLRVLCCEWLRPELHTKEQILELLVLEQFLTILPEEFQPWVREHHPESGEEAVAVIE
NIQR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKNYPPVCEIFRLHFRQLCYHEMSGP
QEALSRLRELCRWWLMPEVHTKEQILELLVLEQFLSILPGELRTWVQLHHPESGEEAVA
VVEDFQR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLGQEVFRLRFRQLRYQETLGPREALI
QLRALCHQWLRPDLNTKEQILELLVLEQFLTILPEELQTLVKEHRLENGEEEVTLLEDLE
RQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMASGSGTKNLDFRRKWDKDEYEKLAE
KRLTEEREKKDGKPVQPVKRELLRHRDYKVDLESKLGKTIVITKTTPQSEMGGYYCNV
CDCVVKDSINFLDHINGKKHQRNLGMSMRVERSTLDQVKKRFEVNKKKMEEKQKDYD
F
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGFNWSSALTKHKRIHTGEKPYKCEE
CGKAFNESSNLTTHKMIHTGEKPYKCDECGKAFNRSSQLTAHKMIHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDCHLNKKSQTGVKPCKCSVCGKVF
LRHSFLDRHMRAHAGHKRSECGGEWRETPRKQKQHGKASISPSSGARRTVTPTRKR
PY
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPHKCEECGKAYNRFSNLTIHKRIHTG
EKPYQCAECGKAFNCSSTLNRHKIIHTGEKPYKCKECGKAFNLSSTLTAHKKIHTGEKP
'YKCEECGKAFNQSSNLTTHKKIHTSEKP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPFLKDILHLAEHQGTQSEEKPYTCGA
CGRDFWLNANLHQHQKEHSGGKPFRWYKDRDALMKSSKVHLSENPFTCREGGKVIL
GSCDLLQLQAVDSGQKPYSNLGQLPEVCTTQKLFECSNCGKAFLKSSTLPNH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSYLNSFRTHEMIHTGEKPFECKRCGK
AFRSSSSFRLHERTHTGQKPYHCKECGKAYSCRASFQRHMLTH



HGCN

Uniprot ID

Antigen ID

Antigen Source

MW (Da)

pl

Common Domain Names Primary Validation (passi/fail)

construct seq (with tag)

ZNF148

ZNF165

ZNF174

ZNF18

ZNF197

ZNF20

ZNF202

ZNF205

ZNF212

ZNF213

ZNF217

ZNF22

ZNF224

ZNF225

ZNF227

ZNF229

ZNF23

ZNF230

ZNF232

ZNF234

ZNF248

ZNF253

ZNF26

ZNF260

ZNF263

ZNF274

ZNF280C

ZNF287

ZNF296

ZNF319

ZNF331

ZNF335

ZNF337

ZNF343

ZNF394

ZNF397

ZNF41

ZNF423

ZNF425

ZNF444

Q9UQR1

P49910

Q15697

P17022

014709

P17024

095125

095201

Q9UDV6E

014771

075362

P17026

QINZL3

Q9UK10

Q86WZ6

QouIW7

P17027

QYUIED

QOUNY5

Q14588

Q8NDW4

075346

P17031

Q3zCT1

014978

Q96GC6

Q8ND82

QOHBT7

Q8WUU4

Q9P2F9

QINQX6

Q9H4Z2

Q9Y3M9

Q6P1LE

Q53GI3

Q8NF99

P51814

Q2M1K9

Q6IV72

Q8NOY2

HR3636D.005

HR8279A.005

HR7831A.006

HR8047A.002

HR7496A.004

HR7949A.002

HR7725A.006

HR7127B.003

HR7117B.004

HR7052A.005

HR7041B.004

HR7603A.005

HR7317A.005

HR7500B.004

HR7039A.001

HR7249B.003

HRB8056A.004

HR7277B.004

HR7779A.001

HR7425A.003

HR7111A.004

HR7737A.003

HR7634A.002

HR8255A.002

HR7211A.005

HR7942A.004

HR8391A.004

HR7687A.003

HR7438B.005

HR8348A.005

HR8085A.003

HR8140B.005

HR7962A.003

HR7973A.002

HR7003A.006

HR7436A.001

HR6874B.004

HR7298C.003

HR8124A.004

HR7294A.006

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers
Rutgers
Rutgers

Rutgers

Rutgers
Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers
Rutgers

Rutgers

Rutgers
Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

Rutgers

21892.91

18062.3

15418.68

19808.52

15066.92

13031.61

15500.48

18792.51

19083.59

14534.37

20002.59

11548.91

20165.78

23500.39

10995.44

25764.75

12272.56

22638.27

13844.49

12339.82

10142.39

14153.87

11982.47

10314.56

14833.68

13790.14

10299.95

14262.2

17240.54

10653.04

10275.33

16886.03

11470.89

9827.11

15077.01

15453.27

23158.3

9308.65

9713.99

13322.07

8.4338

4.6581

7.3446

5.487

6.4419

8.3499

7.0885

6.366

8.9765

5.9154

8.1166

8.408

8.2798

8.5019

6.0035

7.1079

6.8801

7.118

5.9192

8.96

8.5144

8.4013

9.0845

7.7112

5.7029

4.2401

9.6054

6.5998

6.7885

8.5224

7.7377

7.1172

8.7467

6.5078

5.7374

4.5462

9.0487

8.3622

7.6497

5.9532

Zinc Finger
SCAN
SCAN
SCAN

SCAN

Zinc Finger

SCAN

Zinc Finger
Zinc Finger
SCAN
Zinc Finger
Zinc Finger
Zinc Finger
Zinc Finger

Misc

NA

Zinc Finger

Zinc Finger
SCAN
Zinc Finger

Zinc Finger

Zinc Finger
Zinc Finger

Zinc Finger
SCAN

Misc

Misc
SCAN

Zinc Finger
Zinc Finger

Zinc Finger

Zinc Finger
Zinc Finger

Misc
SCAN
SCAN

Zinc Finger

Zinc Finger

Zinc Finger

SCAN
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fail

pass.

pass

pass.

pass

fail

pass

fail

pass

pass

pass

pass

pass

fail

pass

pass

pass

fail

pass

pass

fail

pass.

pass

fail

pass

fail

pass

pass.

pass

pass

fail

pass.

pass

pass.

pass

pass.

pass

pass.

pass

pass

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPAKILTINEDGSLGLKTPKSHVCEHCN
AAFRTNYHLQRHVFIHTGEKPFQCSQCDMRFIQKYLLQRHEKIHTGEKPFRCDECGMR
FIQKYHMERHKRTHSGEKPYQCEYCLQYFSRTDRVLKHKRMCHENHDKKLNRCAIKG
GLLTSEED
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNSPEDEGLLIVKIEEEEFIHGQDTCLQ
RSELLKQELCRQLFRQFCYQDSPGPREALSRLRELCCQWLKPEIHTKEQILELLVLEQF
LTILPGDLQAWVHEHYPESGEEAVTILEDLERGT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKNCPDPELCRQSFRRFCYQEVSGPQ
EALSQLRQLCRQWLQPELHTKEQILELLVMEQFLTILPPEIQARVRHRCPMSSKEIVTLV
EDFHRASKKPK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGQALGLLPSLAKAEDSQFSESDAALQ
EELSSPETARQLFRQFRYQVMSGPHETLKQLRKLCFQWLQPEVHTKEQILEILMLEQFL
TILPGEIQMWVRKQCPGSGEEAVTLVESLKGDPQRLWQWISIQVLGQDILSEK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSSSSVWETSHLHFRQLRYHETSGPQ
EALSRLRELCRRWLRPEARTKAQILELLVLEQFLSILPGEIRTWVQLHHPGSGEEAVALV
EELQKDLDGPA
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPYECKQCGKAFRCGSHLQKHGRTHT
GEKPYECRQCGKAFRCTSDLQRHEKTHTEDKPYGCKQCGKGFRCASQLQIHER
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRDDPVLETSHQNFRRFRYQEAASPR
EALIRLRELCHQWLRPERRTKEQILELLVLEQFLTVLPGELQSWVRGQRPESGEEAVTL
VEGLQKQPRRPR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGACTGAVEVGQRVQTSSVAALGNVK
PFRTRAGRVQWGVPQCAQEAACGRSSGPAKDSGQPAEPDRTPDAAPPDPSPTEPQE
'YRVPEKPNEEEK APD: SYRCEQCGKGFSWHSHLVTHRRTHT
GE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPQTKKAKLHQCDVCLRSFSCKVSLVT
HQRCHLQEGPSAGQHVQERFSPNSLVALPGHIPWRKSRSSLICGYCGKSFSHPSDLVR
HQRIHTGERPYSCTECEKSFVQKQHLLQHQKIHQRERGGLALEPGRPNG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDSEACRQRFRQF CYGDVHGPHEAF
SQLWELCCRWLRPELRTKEQILELLVLEQFLTVLPGEIQGWVREQHPGSGEEAVALVED
LQKQPVK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPKEKNCKENEFSCEVCGQTFRVAFD
VEIHMRTHKDSFTYGCNMCGRRFKEPWFLKNHMRTHNGKSGARSKLQQGLESSPATI
NEVVQVHAAESISSPYKICMVCGFLFPNKESLIEHRKVHTKKTAFGTSSAQTDSPQGGM
P
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYQCDECGRCFSQSSHLIQHQRTH
TGEKPYQCSECGKCFSQSSHLRQHMKVHKEEKPRKTRGK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMYNCEECGKAFIHDSQLQEHQRIHTGE
KPFKCDICGKSFCGRSRLNRHSMVHTAEKPFRCDTCDKSFRQRSALNSHRMIHTGEK
PYKCEECGKGFICRRDLYTHHMVHTGEKPYNCKECGKSFRWASCLLKHQRVHSGE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMYKCEECGKGFNSKFNLDMHQRVHT
GERPYNCKECGKSFSRASSILNHKRLHGDEKPFKCEECGKRFTENSQLHSHQRVHTG
EKPYKCEKCGKSFRWASTHLTHQRLHSREKLLQCEDCGKSIVHSSCLKDQQRDQSGE
KTSKCEDCGKRYKRRLNLDTLLSLFLNDT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEAVTFKDVAVVFSREELRLLDLTQRKL
'YRDVMVENFKNLVAVGHLPFQPDMVSQLEAEEK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPIENSLDSLQGDGLIGLENQQFPAWR
AIRPIPIQGSWAKAFVNQLGDVQERCKNLDTEDTVYKCNWDDDSFCWISCHVDHRFPE
IDKPCGCNKCRKDCIKNSVLHRINPGENGLKSNEYRNGFRDDADLPPHPRVPLKEKLC
QYDEFSEGLRHSAHLNRHQRVPTGEKSVKSLERGRGVRQNTHIRNHP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRCDSQLIQHQENNTEEKPYQCSECG
KAFSINEKLIWHQRLHSGEKPFKCVECGKSFSYSSHYITHQTIHSG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGPHEDCPCQQIWEQTASDLTQSQDS
IINNSHFFEQGDVPSQVEAGLSIIHTGQKPSQNGKCKQSFSDVAIFDPPQQFHSGEKSH
TCNECGKSFCYISALRIHQRVHLREKLSKCDMRGKEFSQSSCLQTRERVHTGEKPFKC
EQCGKGFRCRAILQVHCKLHTGE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEEEQSCEYETRLPGNHSTSQEIFRQ
RFRHLRYQETPGPREALSQLRVLCCEWLRPEKHTKEQILEFLVLEQFLTILPEELQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSQASSLQLHQSVHTGEKPYKCDVCG
KVFSRSSQLQYHRRVHTGEKPYKCEICGKRFSWRSNLVSHHKIHAAGT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYKCNECGKTFCEKSALTKHQRTH
TGEKPYECNACGKTFSQRSVLTKHQRIH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAFNQSANLTTHKRIHTGEKPYRCEEC
GKAFKQSSNLTTHKKIHTGEKPYKCEECGKAFNRSTDLTTHKIVHTGEKPYKCEECGKA
FKHP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPSKASLQIHQKTHSGEKPFKCSECGK
AFTQKSSLSEHQRVHTGEKPWKCSECGKSFCWNSGLRIHRKTHK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYACKECGKAFNGKAYLTEHEKIHT
GEKPFECNQCGRAFSQKQYLIKHQNIHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDPGPSPEASHLRFRRFRFQEAAGPR
EALSRLQELCHGWLRPEMRTKEQILELLVLEQFLTILPQEIQSRVQELHPESGEEAVTLV
EDMQRELG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMVTAQQEEKQEDAAICPVTVLPEEPVT
FQDVAVDFSREEWGLLGPTQRTEYRDVMLETFGHLVSVGWETTLENKELAPNSDIPEE
EPA
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKNLLCPFCLKVSKMATPYMNHYMKH
QKKGVHRCPKCRLQFLTSKEKAEHKAQH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTSRFLRDTETCRQNFRNFPYPDLAG
PRKALSQLRELCLKWLRPEIHSKEQILELLVLEQFLTILPGEVRTWVKSQYPESSEEAVTL
A
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPDRQPWTDKHPDLLTCGRCLQTFPL
EAITAFMDHKKLGCQLFRGPSRGQGSEREELKALSCLRCGKQFTVAWKLLRHAQWDH
GLSIYQTESEAPEAPLLGLAEVAAAVSAVVGPAAEAKSP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPLRCTLCERRFFSSSEFVQHRCDP
AREKPLKCPDCEKRFKYASDLQRHRRVHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYGCTECGKSFSHGHQLTQHQKTH
SGAKSYECKECGKACNHLNHLREHQRIHNS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPMSSSTLAHSLAAIEALADGPTSTST
CLEAQGGPSSPVQLPPASGAEEPDLQSLEAMMEVVVVQQFKCKMCQYRSSTKATLLR
HMRERHFRPVAA, A RKWSTSTKSQEEEGP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPFVCQECKRGYTSKSDLTVHERIHT
GERPYECQECGRKFSNKSYYSKHLKRHLREKRFCTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEGKAQIVVPVTFRDVTVIFTEAEWKR
LSPEQRNLYKEVMLENYRNLLSL
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAASPDPETSRLHFRQLRYQEVAGPE
EALSRLRELCRRWLRPELLSKEQILELLVLEQFLTILPEELQAWVREHCPESGEEAVAVV
RALQRALDGTS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSTQSCQELFRQQFRKFCYQETPGPR
EALSRLQELCYQWLMPELHTKEQILELLVLEQFLSILPEELQIWVQQHNPESGEEAVTLL
EDLEREFDDPG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMALRMHQRIHTGEKPYVCADCGKAFIQ
KSHFNTHQRIHTGEKPYECSDCGKSFTKKSQLHVHQRIHTGEKPYICTECGKVFTHRT
NLTTHQKTHTGEKPYMCAECGKAFTDQSNLIKHQKTHTGEKPYKCNGCGKAFIWKSRL
KIHQKSHIGERHYECKDCGKAFIQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMLPYPCQFCDKSFIRLSYLKRHEQIHS
DKLPFKCTYCSRLFKHK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRPFQCPECGKGFLQKRSLKAHLCLH
SGERPFSCDECGRSFTYVGALKTHIA

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMFRRFHLGDAPGPREALGLLRALCRD
WLRPEVHTKEQMLELLVLEQFLSALPADTQAWVCSRQPQSGEEAVALLEELWGPAASP




construct seq (with tag)

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPETARLRFRGFCYQEVAGPREALARL
RELCCQWLQPEAHSKEQMLEMLVLEQFLGTLPPEIQAWVRGQRPGSPEEAAALVEGL
QHDPGQLLGWITAHVLKQEVLP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDCEVFRQRFRQFQYREAAGPHEAFN
KLWELCCQWLKPKMRSKEQILELLVLEQFLTILPTEIETWVREHCPENRERVVSLIEDLQ

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEVLQCDGCDFRAPSYEDLKAHIQDV
HTAFLQPTDVAEDNVNELRCGSVNASNQTEVEFSSIKDEFAIAEDLSGQNATSLGTGGY
YGHSPGYYGQHIAANPKPTNKFFQCKFCVRYFRSKNLLIEHTRKVHGAQAEGSSSGPP

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAESFRQRFRWFCYSEVAGPRKALSQ
LWELCNQWLRPDIHTKEQILELLVFEQFLTILPGEIRIWVKSQHPESSEEVVTLIEDLTQM

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEKGLDWEGRSSTEKNYKCKECGKVF
KYNSSFISHQRNHTSEKPHKCKECGIAFMNSSSLLNHHKVHAG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPMVEALCENKEDCPCGKSTSQIPDL
NTNLETPTGLKPCDCSVCGEVFMHQVSLNRHMRSHTEQKPNECHEYGEKPHKCKEC
GKTFTRSSSIRTHERIHTGEKPYECKECGKAFAFLFSFRNHIRIHTGETPYE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGELPSPESSRRLFRRFRYQEAAGPR
EALQRLWDLCGGWLRPERHTKEQILELLVLEQFLAILPREIQSWVRAQEPESGEQAVAA

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPSPETFRQLFRLFCYQEVAGPREALS
RLWELCCRWLRPELRTKEQILELLVLEQFLTVLPGEIQARVREQQPESGEEAVVLVEGL

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMAKIAVYHLQELASAELAKEWPKRKVL
QDLVPDDRKLKYTRPGLPTFSQEVLHKWKTDIKKYHRIQCPNQGCEAVYSSVSGLKAH
LGSCTLGNFVAGKYKCLLCQKEFVSESGVKYHINSVHAEDWFVVNPTTTKSFE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGRVRRTSAQVAVFHLQEIAEDELARD
WTKRRMKDDLVPETARLNYTRPGLPTLNPQLLEAWKNEVKEKGHVNCPNDCCEAIYS
SVSGLKAHLASCSKGAHLAGKYRCLLCPKEFSSESGVKYHILKTHAENWFR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPSKAAQELRTLATCAAGSRGDAALQ
AQPGVAGAPPVLHSIKQEPVAEGHEKRLDILNIFKTYIPKDFATLYQGWGVSGPGLEHR
GTLRTQARPGEFVCIECGKSFHQPGHLRAHMRAHSVVFESDGPRGSEVHTTSADAPK
QGRDHSNTGTVQTVPLRKGT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGHQKIHTGEKPYKCKKCDKAFNKSS
HLAQHQRIHTGEKPFKCKECGK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGEYICNQCGAKYTSLDSFQTHLKTHL
DTVLPKLTCPQCNKEFPNQESLLKHVTIT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGEYICNQCGAKYTSLDSFQTHLKTHL
DTVLPKLTCPQCNKEFPNQESLLKHVTIH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEPMYGCDICGAAYTMETLLQNHQLR
DHNIRPGESAIVKKKAELIKGNYKCNVCSRTFFSENGLREHMQTHLGPVKHYMCPICGE
RFPSLLTLTEHKVTHSKSLDTGNCRICKMPLQSEEEFLEHCQMHPDLRNSLTGFR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPRLPITGLYNKSPYYCGTCGRWFRA
MAGLRLHQRVHARARTLTLQPPRSPSPAPPPPPEPQQTIMCTELGETIAIETSQPLALE
DTLQLCQAALGASEAGGLLQLDTAFV
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLQRNHEDTLANAGVLFDKEKREYVL
VGADGSKQKMPADLVHSTKVGSQRDLPSKLDPLESSRDFLSHGLNQTLEYNLQGPGN
MKEKPTECPDCGRVFRTYHQVVVHSRVHKRDRKGEEDGLHVGLDERRGSGSDQESQ

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGKAFSVCGQLTRHQKIHTGVKPYEC
KECGKTFRLSFYLTEHRRTHAGKKPYECKECGK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMEPHINIGSRFQAEIPELQERSLAGTDE
HVASLVWKPWGDMMISSETQDRVTELCNVACSS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPMAGVSPKKAHPCEMCGPILGDILHV
ADHQGTHHKQKLHRCEAWGNKLYDSGNFHQHQNEHIGEKPYRGSVEEALFAKRCKLH
VSGESSVFSESGKDFLLRSGLLQQEATHTGKSNSKTECVSLFHGG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPRPSTDVKSQTREKVYKCETCGKTY
GWSSSLHKHERKHTGEKPVNAASVGKPSGGLCSSKNVRTQIGQKPSKCEKCGKAFSC
PKAFQGHVRSHTGKKSCTSK
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGRILRNHMEEGLSESKEYDQCGEAF
SQILNLNLNKKIPTIVRPCECSLCGKVFMHHSSLSRHIRSHLGHKPYDYQEYGEKPYKC
KQCGKAFSSCQSFRRHERTHTGEKPY
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMCKECGKSFRHPSRLTHHQKIHTGKKP
FECKECGKTFICGSDLTRHHRIHTGEKPYECKECGKAFSSGSNFTRHQRIHTGEKPYE

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMTPFKCNHCGKGFNQTLDLIRHLRIHT
GEKPYECSNCRKAFSHKEKLIKHYKIH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPNFTGNNSCAYTLEKNCEGYGTEDH
HKNLRNHMVDRFCTHNEGNQYGEAIHQMPDLTLHKKVSAGEKPYECTKCRTVFTHLS
SLKRHVKSHCGRKAPPGEECKQACICPSHLHSHGRTDTEEKPYKCQACGQTFQHPRY

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYECTVCGKAFSYCGSLAQHQRIH
TGERPYECKECKKTFRQHAHLAHHQR
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYECKECGRAFSRGSELTLHQRIHT
GEKPYTCVQCGKDFRCPSQLTQHTRLHN
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYECNVCGKAFSYSGSLTLHQRIHT
GERPYECKDCRKSFRQRAHLAHHERIHTMES
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGKRLSSNTALTQHQRIHTGEKPFECK
ECGKAFNQKITLIQHQRVHTGEKPYECKVCGKTFSWCGRFILHQKLHTQ
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLGAIPITDCLFCSHHSSSLMKNVAH
MTKDHSFFIPDIEYLSDIKGLIKYLGEKVGVGKICLWCNEKGKSFYSTEAVQAHMNDKSH
CKLFTDGDAALEFADFYDFRSSYPDHKEGEDPNKAEELPSEKNLEYDDETMELILPSGA
RVGHRSLMRYYKQRFGLSRAVAVAKNRKAVGRVLQQYRALGWTGSTGAALMRERDM
QYVQRMKSKWMLKTGMKNNATKQMHFRVQVRF
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMRPYKCEECGKAFRTNSDFTVHLRMH
TGEKPYKCNECGKAFRSSSSLTVHQRIH
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGERLLESKKDHQHGEILTQVPDDMLK
KKTPRVKSCGEVSVGHASLNRHHRADTGHKPYEYQEYGQKPYKCTYCKKAFSDLPYF

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKFYKCEECGKAFKCSSNLTTHKKIHT
GERPYKCEECGKAFNQSSILTTHERIILE
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGQNPKTLVEEKPYLCPECGAGFTEVA

MGHHHHHHSHMDDCGKGFSSMLEYCKHLNSHLSEGIYLCQYCEYSTGQIEDLKIHLDF
KHSADLPHKCSDCLMRFGNERELISHLPVHETT
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMYTGEKPDECKENEKALKKLYHTQNE
RTHAGEKVYDCKKCGKFFHEKACLTQHQRTHTTGKPSKCNDSERVLKESCLTPNQRIK
TRLKQERKTVKVINVRNLSLRS
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPGRNLSSHVVERLFEIKEGSQYGETF
SQDSNLNLNKKVSTGVKPCECSVCGKVFICHSALHRHILSHIGNKLFECEECPEKLYHC
KQCGKAFISLTSVDRHMVTHTSNGPYKGPVYEKPFDFP
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPHKSTKLVSGFLMGQRYHRCGECG
KAFTRKDTLARHQRIHTGERPYECNECGKFFSQSYDLFKHQTVHTG
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLRYRSSSSTEQSLMMGLRVEDGAQ
QCLDCGLCFASPGSLSRHRFISHKKRRGVGKASALGLGDGEEEAPPSRSDPDGGDSP
LPASGGPLTCKVCGKSCDSPLNLKTHFRTHGMAFIRARQGAVGD
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPFECLECGKAFSCPSSFRRHVRSH
TGEKPYECKECGKAFVCPAYFRRHVKTHTRENI
MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKPYTCECGKAFRHRSALIEHYKTHTR

HGCN Uniprot ID Antigen ID Antigen Source MW (Da) pl Common Domain Names Primary Validation (passi/fail)
6.1064
ZNF446 QINWS9 HRB393A.006 Rutgers 15898.1 SCAN pass
5.7421
ZNF449 Q6PIGY HR7503A.003 Rutgers  15288.37 SCAN pass RELEIPE
6.1262
ZNF462 Q96JM2 HRB320B.004 Rulgers 2030831 Zinc Finger pass VPGSLNY
5.9572
ZNF483 Q8TF39 HR72668.002 Rutgers 14434.4 SCAN pass L
ZNF485 Q8NCK3 HRB114A.002 Rutgers 1179814 o072 Zinc Finger pass
6.853
ZNF490 QouLM2 HR7094B.006 Rutgers  19219.55 Zinc Finger fail
6.0199
ZNF496 QBIT1 HR7429A.005 Rutgers  14780.59 SCAN pass VEALEREPG
6.7931
ZNF500 060304 HR7635A.002 Rugers  15057.22 SCAN pass QRKPRKHR
8.2479
ZNF512 QUEME? HRB068B.004 Rulgers 1958432 Zinc Finger pass
7.9314
ZNF512B Q96KM6 HR8051B.003 Rutgers 19224.77 Zinc Finger pass
7.851
ZNF516 Q92618 HR7203B.002 Rutgers  21207.72 Zinc Finger pass
ZNF519 Q8TB69 HR8275A.004 Rutgers 942366 094 Zinc Finger pass
ZNF521 Q96K83 HR8035F.010 Rutgers 10240.5 6.7326 Zinc Finger fail
ZNF521 Q96K83 HR8035F.008 Rutgers 10276.54 7R Zinc Finger pass
7.1069
ZNF521 Q96K83 HRB035H.004 Rulgers 1995473 Zinc Finger pass
6.8503
ZNF526 QBTF50 HR7651B.005 Rutgers  16038.29 Zinc Finger pass
6.7996
ZNF536 015090 HR6910B.003 Rulgers  20493.62 Zinc Finger pass SVSRSTTPG
ZNF540 Q8NDQ6 HR7987A.003 Rutgers 10705.15  7°%3 Zinc Finger pass
ZNF541 Q9HOD2 HRBOS5A 002 Rutgers 1070284 O37%° Misc fail
7.2081 NA
ZNF552 QoH707 HR7308B.005 Rutgers  18114.23 fail
10.0605
ZNF556 QOHAH HR7560B.006 Rutgers 1509602 Zinc Finger pass
8.1142
ZNF564 Q8TBZ8 HR7852B.004 Rutgers 16833.95 Zinc Finger pass
8.5126
ZNF566 Q969W8 HR6953A.002 Rutgers 14378.2 Zinc Finger pass CKECGK
ZNF569 QsMCW4 HR8322A.003 Rutgers 1030072 5668 Zinc Finger pass
7.8198
ZNF57 Q68EAS HR7036B.003 Rulgers  21505.96 Zinc Finger pass LSHHVKTHTAEKTY
ZNF570 QoeNI8 HRB437A 002 Rutgers 100032 7993 Zinc Finger pass
ZNF571 Q7z3vs HR7898A.001 Rulgers  10279.49 00% Zinc Finger fail
ZNF583 Q96ND8 HRB213A.007 Rutgers 1073398 /492 Zinc Finger pass
ZNF620 Q6ZNGO HR7004A.005 Rutgers 12710.42 8.7813 Zinc Finger fail
8.467
ZNF622 Q96983 HR7076B.004 Rutgers 30693.99 Zinc Finger fail
ZNF624 QoP2J8 HR8004A.003 Rutgers 1017538 0584 Zinc Finger fail
8.1652
ZNF625 Qoel27 HRB1598.003 Rutgers  15159.93 Zinc Finger pass RTHEWAHTGGKPY
ZNF626 Q68DY1 HR8312A.005 Rutgers 1036069 40 Zinc Finger pass
ZNF629 QIUEG4 HR7999A.001 Rutgers 826831 0499 Zinc Finger fail ALLLHRSCHPGVSL
ZNF639 QouIDs HR7646A.006 Rutgers 10585.89 66178 Zinc Finger pass
95
ZNF663P (ZNF663) pseudo gene HR8538B.003 Rutgers 16305.46 Zinc Finger pass
7.2411
ZNF670 QoBS34 HR6925B.005 Rutgers  17859.19 Zinc Finger pass
ZNF671 Q8TAW3 HR7883A.002 Rugers 1227476 o997 Zinc Finger pass
7.6331
ZNF687 Q8N1GO HR73278B.004 Rutgers 1727534 Zinc Finger pass
ZNF699 Qaam78 HRB203A.004 Rutgers 1079319  O1742 Zinc Finger pass
ZNFT0 QOUCo6 HR7964A.003 Rutgers 964989 06619 Zinc Finger pass
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MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMGDRAFRCGYKGCGRLYTTAHHLKVH
8.8178 ERAHTGDRPYRCDFPSCGKAFATGYGLKSHVRTHTGEKPYKCPEELCSKAFKTSGDL
ZNF76 P36508 HR6964B.003 Rutgers 14212.92 Zinc Finger pass QKHVRTHTG

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPVEIVTDEVAPTSDEQPQESQADLET
8.8539 SDNSDFGHQLICCLCRKEFNSRRGVRRHIRKVHKKKMEELKKYIETRKNPNQSSKGRS
ZNF800 Q2TB10 HR8132B.003 Rutgers 18547.92 Zinc Finger KNVLVPLSRSCPVCCKSFATKANVRRHFDEVHRGLRRDSITP

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMYKCDECDKAFSQNSHLVQHHRIHTG
8.437 EKPYKCDECGKVFSQNSYLAYHWRIHTGEKAYKCNECGKVFGLNSSLAHHRKIHTGEK
ZNF83 P51522 HR7002C.004 Rutgers 19926.34 Zinc Finger PFKCNECGKAFSMRSSLTNHHAIHTGEKHFKCNECGKLFRDNSYLVRHQRFHAG

9.8445 MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMNQQAHLACHHRIHTGEKPYKCNECG
ZNF845 Q96IR2 HR8361A.004 Rutgers 12645.36 ) Zinc Finger KTFRHNSVLVIHKTIHTGEKPYKCNECGKVFNRKAKLARHHRIHTGKKH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMADPGPASPRDTEAQRLRFRQFQYHV
7.078 ASGPHLALGQLWTLCRQWLRPEARSKEQMLELLVLEQFLGALPSKMRTWVQSQGPRS
ZSCAN1 Q8NBB4 HR7933A.001 Rutgers 14645.56 CREAASLVEDL

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPHRRELYRQHFRKLCYQDAPGPREA
6.3091 LTQLWELCRQWLRPECHTKEQILDLLVLEQFLSILPKDLQAWVRAHHPETGEEAVTVLE
ZSCAN16 Q9H4T2 HR7081B.004 Rutgers DLEREL

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPFPQSAGKGGPQEEVTRGPQGALG

6.1065 RLRELCRRWLRPEVHTKEQMLTMLPKEIQAWLQEHRPESSEEAAALVEDLTQTLQDSE
ZSCAN2 Q727L9 HR8010A.004 Rutgers 13905.51 SCAN pass TASCVH

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMKYLPSLEMFRQRFRQFGYHDTPGPR
4.8824 EALSQLRVLCCEWLRPEIHTKEQILELLVLEQFLTILPQELQAWVQEHCPESAEEAVTLL
ZSCAN21 QIY5A6 HR7530A.005 Rutgers 15349.34 SCAN pass EDLERELDEP

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMSRNNPHTREIFRRRFRQFCYQESPG
6.065 PREALQRLQELCHQWLRPEMHTKEQILELLVLEQFLTILPEELQAWVRQHRPVSGEEAV
ZSCAN23 Q3MJ62 HR7247A.004 Rutgers 15788.72 SCAN pass TVLEDLERELDDP

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMPLCKQFRQLRYEETTGPREALSRLRE
5.4475 LCQQWLQPETHTKEQILELLVLEQFLIILPKELQARVQEHHPESREDVVVVLEDLQLDLG
ZSCAN26 (ZNF187) Q16670 HR8379A.005 Rutgers 14473.37 SCAN pass ET

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMENPWSQEVFRQKFRQFSYSDSTGP
4.9361 REALSRLRELCCQWLRPEVHSKEQILELLMLEQFLAILPEELQAWLREHRPENGEEAVT
ZSCAN30 Q86w 11 HR6932A.005 Rutgers 15613.49 SCAN pass MLEELEKELEEPR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDVDPEISHVNFRMFSCPKESDPIQAL
6.1026 RKLTELCHLWLRPDLHTKEQILDMLVMEQFMISMPQELQVLVMMNGVQSCKDLEDLLR
ZSCANS5A Q9BUGE HRB950A.006 Rutgers 14441.59 SCAN pass NNRR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMDSDPETCHVNFRMFSCPKESDPIQAL
6.1019 RKLTELCHLWLRPDLHTKEQILDMLVMEQFMISMPQELQVLVMMNGVQSCKDLEDLLR
ZSCAN5C ABNGD5 HR7759A.005 Rutgers 14433.54 SCAN pass NNRR

MSGLNDIFEAQKIEWHEHHHHHHENLYFQSHMFKCEVCEESFPTQAKLGAHQRSHFE
8.1931 PERPYQCAFSGCKKTFITVSALFSHNRAHFREQELFSCSFPGCSKQYDKACRLKIHLRS
ZXDA P98168 HR7812B.005 Rutgers 18095.38 Zinc Finger pass HTGERPFLCDFDGCGWNFTSMSKLLRHKRKHDDDRR
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Table Sl 2. 32 antigens were expressed in three
expression systems (E. coli, IVTT, and YAD) shown
with the number of Fabs that successfully passing
the primary vaildation (Competition ELISA and
Sequence Unique) pipeline. NA represents
antigens that failed to produce enough purified
protein to enter the Fab selection pipeline. Success
rate was determined when =2 Fabs passed primary

validation for a given antigen.

# Primary Validation Passing Fabs

Antigen E.coli IVTT YAD
ARID3A NA 1 1
ARX 2 6 1
ATF2 2 3 3
ATF4 26 NA 4
ATF7 40 7 0
CDX2 3 1 1
CEBPB 0 1 3
CEBPG 0 4 3
DLX2 0 7 6
DLX5 8 9 1
ESR1 NA 1 1
ESRRA NA 5 1
HES5 3 5 0
HNF1B 0 7 1
HNF4A NA NA 1
HOXA5 2 1 9
HOXB5 5 0 5
HOXB6 0 5 0
HOXB9 2 2 0
HOXD11 0 1 0
IRF2 1 13 0
NKX2-5 2 2 3
NKX6-1 7 2 3
NR4A2 NA 4 1
NR5A2 NA 6 4
RARA NA 5 5
RARG NA 3 1
RORA NA 4 5
SIX3 2 0 1
SOX7 NA 4 7
SOX8 NA 1 8
TBX5 1 7 2
Success Ra 41% 66% 47%
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Table Sl 3: Recombinant Fabs were screened against 6 human cell lines by immunofluroesence. Multiple
microscopic fields were anlyzed by the Perkin Elmer Opera imager software Columbus in an unbiased
assessment of nuclear to cytoplasmic staining intensities that was used to generate a Nuclear/Ctyoplasmic Ratio
as shown for each human cell type.

293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ALX3 Fab-ALX3-1.0 1.20 1.45 1.24 1.06 1.13 0.92
ALX3 Fab-ALX3-1.1 1.16 1.29 1.31 1.05 1.05 0.86
ALX3 Fab-ALX3-1.2 1.16 1.10 1.07 0.87 0.95 0.91
ALX3 Fab-ALX3-1.3 1.10 1.23 1.18 1.05 0.98 0.77
ALX3 Fab-ALX3-1.4 1.15 1.06 1.07 0.90 0.92 0.83
ALX3 Fab-ALX3-1.5 1.40 1.09 1.07 0.94 0.89 0.82
ANKZF1 Fab-ANKZF1-2.0 1.22 1.16 1.09 0.92 1.13 0.88
ANKZF1 Fab-ANKZF1-2.1 0.98 1.07 0.98 0.82 0.96 0.83
ANKZF1 Fab-ANKZF1-2.2 1.15 1.03 1.04 0.74 0.97 0.85
ARID3a Fab-ARID3a-3.0 1.44 1.39 1.36 1.25 1.39 0.90
ARID3a Fab-ARID3a-3.1 1.28 1.27 1.35 1.14 1.29 0.83
ARID3a Fab-ARID3a-3.2 1.16 1.35 1.38 1.18 1.55 0.71
ARID3a Fab-ARID3a-3.3 1.24 1.31 1.44 1.12 1.29 0.94
ARNT1_Domainl Fab-ARNT1_Domain1-4.0 1.34 1.27 1.31 1.17 1.27 0.65
ARNT2_Domain2 Fab-ARNT2_Domain2-5.0 1.29 0.99 0.97 0.81 0.97 0.71
ARX Fab-ARX-6.0 1.07 1.10 1.05 1.01 0.99 0.94
ASH1L Fab-ASH1L-7.0 0.97 1.08 0.93 0.69 1.02 0.93
ASH1L Fab-ASH1L-7.1 1.06 1.07 0.94 0.83 0.96 0.88
ASH1L Fab-ASH1L-7.2 1.20 1.19 1.14 0.99 1.14 0.99
ASH1L Fab-ASH1L-7.3 1.07 1.07 1.07 0.87 1.10 1.08
ATF1 Fab-ATF1-8.0 1.71 2.07 1.71 1.35 1.63 1.47
Atf2 Fab-Atf2-9.0 1.35 1.27 1.29 0.89 1.41 0.86
ATF4 Fab-ATF4-10.0 1.14 0.98 1.03 0.97 1.02 0.96
ATF4 Fab-ATF4-10.1 1.10 1.37 1.06 0.91 1.09 0.91
ATF4 Fab-ATF4-10.2 1.34 1.44 1.21 1.04 1.24 0.73
ATF4 Fab-ATF4-10.3 1.13 131 1.04 0.94 1.02 0.91
ATF4 Fab-ATF4-10.4 1.25 1.34 1.05 0.91 1.13 0.67
Atf7 Fab-Atf7-11.0 1.02 0.95 0.96 0.53 0.99 0.54
Atf7 Fab-Atf7-11.1 1.27 1.05 1.05 0.69 1.10 0.50
Atf7 Fab-Atf7-11.2 1.23 0.80 1.03 0.53 1.06 0.66
Atf7 Fab-Atf7-11.3 1.10 0.97 1.02 0.72 1.10 0.64
BARX Fab-BARX-12.0 1.11 1.09 0.94 0.81 0.85 0.77
BAZ1A/ACF2 Fab-BAZ1A/ACF2-13.0 1.12 1.22 1.12 1.02 1.11 0.95
BAZ2A Fab-BAZ2A-14.0 0.99 1.12 0.95 0.79 0.96 0.80
BAZ2A Fab-BAZ2A-14.1 0.97 0.92 0.76 0.78 0.84 0.68
BAZ2A Fab-BAZ2A-14.2 1.06 1.24 0.97 0.93 1.00 1.00
BAZ2A Fab-BAZ2A-14.3 1.05 1.21 1.01 0.92 1.12 0.93
BCL2A1 Fab-BCL2A1-15.0 1.13 1.14 1.06 0.91 1.09 0.94
BRD4 Fab-BRD4-16.0 0.96 1.21 0.93 0.91 1.18 0.79
BRD4 Fab-BRD4-16.1 1.02 0.97 0.83 0.63 0.93 0.76
BRD4 Fab-BRD4-16.2 1.08 1.09 0.96 0.80 1.04 0.77
BRD4 Fab-BRD4-16.3 0.99 1.11 0.96 0.82 1.30 0.88
BRD4 Fab-BRD4-16.4 1.04 1.35 1.04 0.95 1.23 1.16
BRDT Fab-BRDT-17.0 1.08 1.07 0.97 0.69 1.02 0.91
BRDT Fab-BRDT-17.1 1.00 1.10 0.92 0.77 0.92 0.85
BRDT Fab-BRDT-17.2 0.92 1.04 0.98 0.77 0.94 0.86
BRDT Fab-BRDT-17.3 1.12 1.09 1.00 0.91 1.09 1.00
BRDT Fab-BRDT-17.4 0.90 0.97 0.85 0.65 0.88 0.88
BRPF1 Fab-BRPF1-18.0 1.08 1.12 1.01 0.82 0.99 1.02
BRPF1 Fab-BRPF1-18.1 0.99 1.12 1.01 0.89 0.97 0.94
BRPF1 Fab-BRPF1-18.2 1.14 1.24 1.13 0.95 1.14 1.00
BRWD1/WDR9 Fab-BRWD1/WDR9-19.0 0.98 1.23 0.95 1.01 1.18 0.96
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
BRWD1/WDR9 Fab-BRWD1/WDR9-19.1 1.08 1.23 1.02 0.97 1.07 0.86
BUB1 Fab-BUB1-20.0 0.94 1.09 0.93 0.77 1.00 0.84
BUB1 Fab-BUB1-20.1 1.07 1.15 0.99 0.90 1.04 0.71
CBX1 Fab-CBX1-21.0 1.04 1.39 1.01 1.04 1.24 0.89
CBX1 Fab-CBX1-21.1 1.14 1.01 0.78 0.48 1.15 0.85
CBX1 Fab-CBX1-21.2 1.10 1.18 0.92 1.00 1.10 0.89
CBX1 Fab-CBX1-21.3 1.10 1.11 1.00 0.70 1.17 0.85
CBX1 Fab-CBX1-21.4 1.12 0.93 0.80 0.48 1.06 0.81
CBX2 Fab-CBX2-22.0 1.03 1.04 0.87 0.69 1.01 0.86
CBX2 Fab-CBX2-22.1 1.14 0.98 0.81 0.70 1.00 0.73
CBX2 Fab-CBX2-22.2 1.10 1.61 0.99 0.87 1.15 0.70
CBX5 Fab-CBX5-23.0 0.99 1.10 1.00 0.83 1.01 0.67
CBX5 Fab-CBX5-23.1 1.21 1.02 0.90 0.80 1.24 0.79
CDC5L Fab-CDC5L-24.0 1.26 1.98 1.02 0.82 1.14 0.98
CDC5L Fab-CDC5L-24.1 0.91 2.22 1.22 1.27 1.55 1.13
CDC5L Fab-CDC5L-24.2 0.97 1.77 1.14 1.07 1.37 1.09
CDC5L Fab-CDC5L-24.3 0.99 1.60 0.96 0.78 1.20 0.84
CDX2 Fab-CDX2-25.0 1.05 1.10 1.01 0.99 1.06 0.93
CDX2 Fab-CDX2-25.1 1.07 1.14 1.07 0.98 1.05 0.79
CDX2 Fab-CDX2-25.2 1.13 0.86 0.90 0.60 0.99 0.59
CDX2 Fab-CDX2-25.3 1.12 1.18 1.06 1.00 1.13 0.98
CEBPG Fab-CEBPG-26.0 1.09 1.30 1.21 0.85 1.08 0.64
CEBPG Fab-CEBPG-26.1 1.19 1.18 1.11 0.80 1.35 0.69
CEBPG Fab-CEBPG-26.2 1.65 1.51 1.22 0.95 1.39 0.75
CEBPG Fab-CEBPG-26.3 1.34 1.19 1.19 0.91 1.16 0.87
CEBPG Fab-CEBPG-26.4 1.08 1.07 1.00 0.65 1.06 0.86
CEBPG Fab-CEBPG-26.5 1.11 1.08 1.08 0.84 1.07 1.05
CEBPG Fab-CEBPG-26.6 1.02 1.05 1.17 1.02 1.12 0.94
CEBPG Fab-CEBPG-26.7 1.43 1.07 1.14 1.00 0.88 0.77
CEBPG Fab-CEBPG-26.8 1.11 1.06 1.05 0.92 0.90 0.75
CEBPG Fab-CEBPG-26.9 1.09 1.09 1.12 0.93 0.94 0.83
CHD1 Fab-CHD1-27.0 1.05 1.29 1.12 1.07 1.33 0.96
CHD1 Fab-CHD1-27.1 1.94 2.05 2.41 1.66 2.59 2.31
CHD4 Fab-CHD4-28.0 1.22 1.95 1.15 1.08 1.66 1.56
CHD4 Fab-CHD4-28.1 1.12 2.14 1.25 1.05 1.17 1.38
CHDA4 Fab-CHD4-28.2 1.01 1.75 1.06 1.06 1.55 1.38
CREB3L4 Fab-CREB3L4-29.0 1.31 1.60 1.52 1.40 1.43 1.15
CREB3L4 Fab-CREB3L4-29.1 0.99 1.03 0.91 0.78 0.90 0.84
CREBBP Fab-CREBBP-30.0 1.09 1.15 1.03 0.92 1.04 0.86
CREBBP Fab-CREBBP-30.1 0.86 1.03 0.77 0.70 1.00 0.85
CSNK2B Fab-CSNK2B-31.0 2.15 2.01 2.15 1.43 1.72 1.24
CSNK2B Fab-CSNK2B-31.1 1.45 1.72 1.67 1.23 1.44 0.83
CSNK2B Fab-CSNK2B-31.2 1.28 1.27 1.20 1.09 1.08 0.94
CSNK2B Fab-CSNK2B-31.3 1.00 1.18 0.91 0.86 1.11 0.88
CSNK2B Fab-CSNK2B-31.4 1.12 1.24 0.88 1.00 1.25 0.90
DLX1 Fab-DLX1-32.0 2.11 2.82 1.68 1.27 2.13 1.94
DIx2 Fab-DIx2-33.0 1.43 1.04 1.09 0.90 1.03 0.83
DNMT3L Fab-DNMT3L-34.0 1.12 1.11 1.05 0.98 1.06 0.96
DNMT3L Fab-DNMT3L-34.1 1.06 1.09 1.02 0.97 1.03 1.03
DNMT3L Fab-DNMT3L-34.2 1.11 1.06 1.02 0.89 1.04 0.74
ELF3 Fab-ELF3-35.0 1.18 1.05 1.04 0.94 1.01 0.82
ELF3 Fab-ELF3-35.1 1.32 1.23 1.19 1.10 1.18 1.00
ELF3 Fab-ELF3-35.2 1.39 1.34 1.41 1.21 1.25 0.96
ELF3 Fab-ELF3-35.3 1.17 1.12 1.37 0.95 1.18 0.74
ESRRA Fab-ESRRA-36.0 1.00 1.04 0.87 0.69 0.90 0.81
ESRRA Fab-ESRRA-36.1 0.95 1.03 0.86 0.81 0.93 0.66
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ESRRA Fab-ESRRA-36.2 0.99 1.07 0.99 0.82 0.93 0.71
EVX2 Fab-EVX2-37.0 1.09 1.12 0.94 0.80 0.93 0.78
EVX2 Fab-EVX2-37.1 1.06 1.14 1.17 1.04 1.12 0.84
FIZ1 (ZNF798) Fab-FIZ1 (ZNF798)-38.0 1.21 1.16 1.15 1.08 1.15 0.76
FIZ1 (ZNF798) Fab-FIZ1 (ZNF798)-38.1 1.46 1.49 1.37 1.31 1.45 0.82
FLI1 Fab-FLI1-39.0 1.34 1.14 1.00 0.83 0.95 0.64
FOXP1 Fab-FOXP1-40.0 1.17 1.03 1.12 0.75 1.02 0.68
FOXP1 Fab-FOXP1-40.1 1.08 0.98 1.06 0.83 0.97 0.60
FOXP1 Fab-FOXP1-40.2 1.43 1.00 0.96 0.83 0.98 0.40
FOXP1 Fab-FOXP1-40.3 1.11 1.07 0.97 0.75 0.95 0.64
FOXP1 Fab-FOXP1-40.4 1.24 1.12 1.33 1.00 0.96 0.90
FOXP4 Fab-FOXP4-41.0 1.10 1.25 1.18 0.90 1.08 0.69
FOXP4 Fab-FOXP4-41.1 1.39 1.23 1.11 0.89 1.20 0.42
FOXP4 Fab-FOXP4-41.2 1.34 131 1.34 1.10 0.99 0.84
FOXP4 Fab-FOXP4-41.3 1.20 1.08 1.04 0.86 0.97 0.52
FXR2 Fab-FXR2-42.0 1.02 0.82 0.84 0.79 1.11 0.86
FXR2 Fab-FXR2-42.1 1.13 0.86 0.80 0.63 1.25 0.77
GLI3 Fab-GLI3-43.0 1.32 1.63 1.06 1.05 0.97 0.82
GLI3 Fab-GLI3-43.1 1.53 1.15 1.08 1.02 1.02 0.91
GLI3 Fab-GLI3-43.2 1.25 1.19 1.22 1.06 1.14 1.26
GLI3 Fab-GLI3-43.3 1.67 1.23 1.12 1.01 1.32 0.93
GLI3 Fab-GLI3-43.4 2.16 1.25 1.15 1.18 1.21 0.84
GLI3 Fab-GLI3-43.5 1.13 1.06 1.06 1.06 1.09 0.92
GLIS2 Fab-GLIS2-44.0 0.97 1.07 1.04 0.89 1.04 0.82
GLIS2 Fab-GLIS2-44.1 1.12 1.10 1.09 0.86 1.00 0.64
GLIS2 Fab-GLIS2-44.2 1.08 1.04 1.04 1.01 1.24 0.94
GMEB2 Fab-GMEB2-45.0 1.15 1.19 1.13 0.80 1.05 0.82
GMEB2 Fab-GMEB2-45.1 1.49 1.03 1.12 0.62 1.00 0.75
H1FX Fab-H1FX-46.0 1.27 1.38 1.26 1.02 1.09 0.80
H1FX Fab-H1FX-46.1 0.97 1.18 0.94 0.85 1.05 0.91
H1FX Fab-H1FX-46.2 0.99 1.27 1.08 1.04 1.14 1.01
H1FX Fab-H1FX-46.3 0.89 1.09 0.94 0.74 0.90 0.88
HES1 Fab-HES1-47.0 1.71 1.95 1.59 1.11 1.73 1.41
HIC1 Fab-HIC1-48.0 1.17 1.21 1.18 1.04 1.14 0.82
hLRH Fab-hLRH-49.0 1.25 1.02 1.05 0.64 1.06 0.84
hLRH Fab-hLRH-49.1 1.14 1.08 1.19 0.73 1.04 0.83
HMBox1 Fab-HMBox1-50.0 1.36 1.22 1.15 1.12 1.20 0.73
HMBox1 Fab-HMBox1-50.1 1.36 1.23 1.26 0.99 1.08 0.53
HMBox1 Fab-HMBox1-50.2 1.17 1.05 1.53 0.50 1.02 0.68
HMBox1 Fab-HMBox1-50.3 1.40 1.24 1.28 0.92 1.12 0.70
HMG20B Fab-HMG20B-51.0 1.13 1.44 1.31 1.14 1.13 0.95
HMG20B Fab-HMG20B-51.1 1.15 1.14 0.98 0.81 0.97 0.76
HMGB1 Fab-HMGB1-52.0 1.42 1.24 1.26 0.97 1.04 0.75
HNF4A Fab-HNF4A-53.0 1.05 1.03 0.99 0.97 1.02 0.70
HNF4A Fab-HNF4A-53.1 1.11 0.85 0.86 0.50 0.93 0.81
HNF4A Fab-HNF4A-53.2 0.99 0.93 0.94 0.71 0.92 0.68
HNF4A Fab-HNF4A-53.3 1.30 1.10 1.15 0.77 1.07 0.87
HNF4A Fab-HNF4A-53.4 1.02 0.95 0.99 0.50 1.00 0.65
HOXA10 Fab-HOXA10-54.0 1.07 1.09 1.04 0.78 0.96 0.91
HOXA10 Fab-HOXA10-54.1 1.12 0.99 1.01 0.84 0.98 0.75
HOXA10 Fab-HOXA10-54.2 1.13 1.09 1.02 0.91 1.02 0.84
HOXB3 Fab-HOXB3-55.0 1.12 1.17 1.08 0.89 1.07 0.80
HOXB3 Fab-HOXB3-55.1 1.22 1.28 1.17 0.99 1.09 0.87
HOXB5 Fab-HOXB5-56.0 1.55 1.78 1.66 1.09 1.10 0.97
HOXB5 Fab-HOXB5-56.1 1.50 1.36 1.14 1.19 1.31 1.12
HOXB5 Fab-HOXB5-56.2 1.16 1.16 1.19 0.91 1.32 0.84
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
HOXB5 Fab-HOXB5-56.3 1.07 1.07 0.96 0.77 0.92 0.68
HOXB9 Fab-HOXB9-57.0 1.37 1.39 1.18 1.07 1.17 0.89
HOXB9 Fab-HOXB9-57.1 1.12 1.21 1.11 0.93 1.01 0.96
HOXD3 Fab-HOXD3-58.0 1.27 1.30 1.06 0.93 0.95 0.75
HOXD8 Fab-HOXD8-59.0 1.03 1.08 1.15 0.97 0.94 0.77
HOXD8 Fab-HOXD8-59.1 1.12 1.12 1.19 0.98 1.15 0.85
Irf2 Fab-1rf2-60.0 1.24 1.15 1.16 0.88 1.06 0.83
Irf2 Fab-Irf2-60.1 1.27 1.16 1.08 0.78 1.11 0.86
IRF3 Fab-IRF3-61.0 1.13 1.05 0.94 0.84 0.77 0.69
IRF5 Fab-IRF5-62.0 1.25 1.33 1.09 0.95 1.15 0.81
IRF5 Fab-IRF5-62.1 1.14 1.40 0.95 0.84 1.06 0.77
IRF5 Fab-IRF5-62.2 1.19 1.14 0.93 0.85 1.07 0.76
IRF5 Fab-IRF5-62.3 1.16 1.31 0.90 0.84 1.04 0.82
IRF5 Fab-IRF5-62.4 1.22 1.25 0.98 0.85 0.99 0.73
IRF5 Fab-IRF5-62.5 1.07 1.27 1.06 0.93 1.01 0.93
IRF5 Fab-IRF5-62.6 1.14 131 1.09 0.95 1.01 0.91
IRF5 Fab-IRF5-62.7 1.15 1.35 1.09 0.95 1.13 0.94
IRF5 Fab-IRF5-62.8 1.08 1.16 1.09 0.96 1.03 0.93
IRF5 Fab-IRF5-62.9 1.02 1.15 1.06 0.98 0.94 0.97
IRF5 Fab-IRF5-62.10 1.31 1.25 0.97 0.80 0.96 0.63
IRF5 Fab-IRF5-62.11 1.11 1.18 1.12 0.93 1.03 0.88
IRF5 Fab-IRF5-62.12 1.23 1.23 0.94 0.81 1.03 0.72
IRF5 Fab-IRF5-62.13 1.14 1.13 1.08 0.97 0.96 0.92
IRF5 Fab-IRF5-62.14 1.13 1.29 1.08 0.84 1.01 0.77
IRF5 Fab-IRF5-62.15 1.16 1.21 0.99 0.87 1.01 0.60
IRF5 Fab-IRF5-62.16 1.15 1.26 1.03 0.93 1.03 0.90
IRF5 Fab-IRF5-62.17 1.07 1.17 1.06 1.00 0.96 0.90
IRF5 Fab-IRF5-62.18 1.17 1.22 1.04 0.90 0.97 0.88
IRF5 Fab-IRF5-62.19 1.19 1.21 1.06 0.95 0.97 0.80
IRF5 Fab-IRF5-62.20 1.13 1.25 1.13 1.00 1.01 0.80
IRF5 Fab-IRF5-62.21 1.17 1.25 0.99 0.86 1.00 0.75
IRF5 Fab-IRF5-62.22 1.03 1.04 1.11 0.99 1.57 0.96
IRF5 Fab-IRF5-62.23 1.05 1.04 1.13 0.94 0.90 0.73
IRF5 Fab-IRF5-62.24 1.06 1.14 1.21 0.99 1.01 0.80
IRF5 Fab-IRF5-62.25 1.10 1.19 1.24 1.05 1.15 0.78
IRF6 Fab-IRF6-63.0 1.03 1.18 1.19 0.99 1.14 0.85
IRF6 Fab-IRF6-63.1 1.29 1.33 1.39 1.21 1.06 0.75
IRF6 Fab-IRF6-63.2 1.21 1.26 1.17 1.09 1.00 0.82
IRF6 Fab-IRF6-63.3 1.09 1.15 1.18 0.98 1.02 0.92
IRF9 Fab-IRF9-64.0 1.15 1.20 1.02 0.85 0.87 0.65
JDP2 Fab-JDP2-65.0 1.17 1.14 1.12 1.01 1.03 0.79
JDP2 Fab-JDP2-65.1 1.30 1.48 1.49 1.19 1.00 0.70
JDP2 Fab-JDP2-65.2 1.14 1.12 1.19 1.01 0.99 0.71
JDP2 Fab-JDP2-65.3 1.16 1.11 1.14 0.91 0.94 0.72
JDP2 Fab-JDP2-65.4 1.23 1.63 1.60 1.23 1.03 0.76
JDP2 Fab-JDP2-65.5 1.03 1.04 1.15 0.97 1.09 0.93
JDP2 Fab-JDP2-65.6 1.15 1.16 1.19 0.97 0.96 0.75
JDP2 Fab-JDP2-65.7 1.24 1.14 1.17 0.89 0.93 0.80
JDP2 Fab-JDP2-65.8 1.05 1.08 1.09 0.88 0.97 0.74
JDP2 Fab-JDP2-65.9 1.03 1.02 1.01 0.80 0.82

JDP2 Fab-JDP2-65.10 1.49 1.78 1.88 1.29 1.12 0.67
JMID6 Fab-JMJD6-66.0 1.13 1.12 1.07 0.87 1.15 0.73
JMJD6 Fab-JMJD6-66.1 1.05 1.07 1.01 0.82 1.32 0.83
JMID6 Fab-JMJD6-66.2 1.09 1.03 0.95 0.73 1.19 0.83
JMJD6/ PTDSRB Fab-JMJD6/ PTDSRB-67.0 1.09 1.08 1.08 0.98 1.07 0.91
JMJD6/ PTDSRB Fab-JMJD6/ PTDSRB-67.1 1.17 1.13 1.08 0.98 1.10 0.87
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
JMJD6/ PTDSRB Fab-JMJD6/ PTDSRB-67.2 1.04 1.10 1.06 0.95 0.81 0.79
KAT2A/GCN5L2 Fab-KAT2A/GCN5L2-68.0 1.14 1.19 1.14 0.97 1.19 1.00
KAT2A/GCN5L2 Fab-KAT2A/GCN5L2-68.1 0.90 1.05 0.90 0.76 0.88 0.80
KAT2A/GCN5L2 Fab-KAT2A/GCN5L2-68.2 1.09 1.17 1.01 0.95 1.02 0.93
KAT2A/GCN5L2 Fab-KAT2A/GCN5L2-68.3 1.03 1.18 1.08 0.91 1.09 0.99
KAT2B/PCAF Fab-KAT2B/PCAF-69.0 1.09 1.17 1.17 0.96 1.10 1.00
KDM2A/FBXL11A Fab-KDM2A/FBXL11A-70.0 1.10 0.96 1.05 0.96 1.05 0.65
KDM2A/FBXL11A Fab-KDM2A/FBXL11A-70.1 1.12 1.05 1.09 1.00 0.91 0.99
KDM2A/FBXL11A Fab-KDM2A/FBXL11A-70.2 1.23 1.18 1.14 1.06 1.19 0.99
KDM2A/FBXL11A Fab-KDM2A/FBXL11A-70.3 1.36 1.32 1.32 1.01 1.10 1.06
KDM2A/FBXL11A Fab-KDM2A/FBXL11A-70.4 1.24 1.30 1.32 1.09 1.16 0.89
KDM3B/JMJD1B Fab-KDM3B/JMJD1B-71.0 0.98 1.09 0.84 1.01 1.10 1.00
KDM3B/JMJD1B Fab-KDM3B/JMJD1B-71.1 1.00 1.20 0.93 1.08 1.05 0.88
KDM3B/JMJD1B Fab-KDM3B/JMJD1B-71.2 1.14 1.18 1.06 1.07 1.13 1.07
KDM3B/JMJD1B Fab-KDM3B/JMJD1B-71.3 0.86 1.11 0.88 0.73 0.85 0.70
KDM4A Fab-KDM4A-72.0 1.03 1.22 1.05 0.80 1.07 0.83
KDM4A/IMID2A Fab-KDM4A/JMID2A-73.0 1.05 1.00 0.95 0.67 1.45 0.74
KDM4A/IMID2A Fab-KDM4A/JMID2A-73.1 1.77 0.99 1.08 0.75 1.24 0.82
KDM4A/JMID2A Fab-KDM4A/JMID2A-73.2 1.18 1.02 0.91 0.46 1.09 0.76
KDMA4A/IMID2A Fab-KDM4A/JMJD2A-73.3 1.06 1.32 0.98 0.81 1.28 0.85
KDM4A/IJMID2A Fab-KDM4A/JMID2A-73.4 1.11 1.14 1.01 0.98 1.09 0.77
KDM4A/IJMID2A Fab-KDM4A/JMID2A-73.5 0.99 1.19 1.05 1.03 1.16 0.87
KDM4A/JMID2A Fab-KDM4A/JMIJD2A-73.6 1.10 1.13 1.03 0.81 1.26 0.81
KDM7A/ JHDM1D/ KIAA1718C |Fab-KDM7A/ JHDM1D/ KIAA17| 1.00 1.06 1.00 0.97 0.98 0.88
KDM7A/ JHDM1D/ KIAA1718C |Fab-KDM7A/ JHDM1D/ KIAA17| 1.22 1.07 1.01 0.88 0.93 0.76
KLF8 Fab-KLF8-75.0 1.27 1.10 1.05 0.98 1.25 0.99
KLF8 Fab-KLF8-75.1 1.64 1.14 1.06 0.85 0.97 0.96
KLF8 Fab-KLF8-75.2 1.19 1.08 1.03 0.87 1.05 0.74
L3MBTL1 Fab-L3MBTL1-76.0 1.36 1.16 1.43 0.92 0.99 1.10
L3MBTL1 Fab-L3MBTL1-76.1 1.22 1.10 1.47 0.78 0.97 0.81
L3MBTL1 Fab-L3MBTL1-76.2 1.26 1.17 1.16 0.95 0.96 1.17
MAFB Fab-MAFB-77.0 1.28 1.10 1.05 0.81 0.93 0.63
MAFB Fab-MAFB-77.1 1.34 1.40 1.19 0.90 1.01 0.79
MAFB Fab-MAFB-77.2 1.24 1.23 1.33 0.84 0.99 0.72
MAFB Fab-MAFB-77.3 1.28 1.21 1.26 0.92 1.01 0.93
MAFB Fab-MAFB-77.4 1.29 1.32 1.34 0.88 1.02 0.87
MAFB Fab-MAFB-77.5 1.40 1.62 1.38 0.95 1.10 0.84
MBD4 Fab-MBD4-78.0 1.23 1.23 1.22 1.00 1.08 0.82
MBD4 Fab-MBD4-78.1 1.34 1.33 1.20 1.01 1.10 0.79
MBD4 Fab-MBD4-78.2 1.12 1.43 1.34 1.01 1.20 1.00
MLL3 Fab-MLL3-79.0 1.35 1.09 1.04 0.96 1.07 0.93
MLL3 Fab-MLL3-79.1 1.06 0.96 0.95 0.65 0.86 0.77
MLL3 Fab-MLL3-79.2 1.07 1.02 0.92 0.60 0.85 0.72
MSH6 Fab-MSH6-80.0 1.36 1.07 1.29 1.04 1.03 0.97
MSH6 Fab-MSH6-80.1 1.30 1.18 1.17 1.05 1.00 1.02
MSH6 Fab-MSH6-80.2 1.78 1.61 1.50 1.22 1.07 1.08
MSH6 Fab-MSH6-80.3 2.10 1.74 1.64 1.53 1.27 0.86
MSH6 Fab-MSH6-80.4 2.15 1.82 1.70 1.34 1.25 1.08
MTA1 Fab-MTA1-81.0 1.03 1.09 1.05 0.79 1.05 0.99
MTA1 Fab-MTA1-81.1 1.05 1.09 0.90 0.85 0.97 0.79
MTA1 Fab-MTA1-81.2 1.05 1.13 1.04 0.71 1.04 0.92
MTA1 Fab-MTA1-81.3 1.17 1.24 1.22 1.14 1.21 1.04
MTF1 Fab-MTF1-82.0 1.31 1.09 1.06 0.89 0.81 0.89
MZF1 Fab-MZF1-83.0 2.75 3.00 2.66 1.64 1.50 1.60
MZF1 Fab-MZF1-83.1 2.35 1.75 1.62 1.31 1.00 0.97
MZF1 Fab-MZF1-83.2 1.19 1.47 1.57 1.16 0.99 1.04
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MZF1 Fab-MZF1-83.3 1.29 1.76 1.18 1.08 1.13 0.85
MZF1 Fab-MZF1-83.4 1.13 1.34 1.36 0.84 1.25 0.64
NEDDA4L Fab-NEDD4L-84.0 1.26 1.23 1.29 0.82 0.90 0.74
NEDD4L Fab-NEDD4L-84.1 1.07 1.06 1.18 0.75 0.81 0.82
NEDDA4L Fab-NEDD4L-84.2 1.43 1.31 1.30 0.84 1.00 0.87
NEDDA4L Fab-NEDD4L-84.3 1.15 1.67 1.31 1.24 1.39 1.09
NFIL3 Fab-NFIL3-85.0 1.33 1.28 1.28 1.02 1.15 0.63
NFU1 Fab-NFU1-86.0 1.07 1.23 1.07 0.88 1.10 0.93
NKX2-5 Fab-NKX2-5-87.0 1.11 1.07 1.01 0.88 0.84 0.70
NR1D1 Fab-NR1D1-88.0 1.69 1.40 1.15 1.19 1.04 0.85
NR1D1 Fab-NR1D1-88.1 1.41 1.64 1.06 1.09 1.00 0.80
NR1D1 Fab-NR1D1-88.2 1.29 1.22 1.06 0.83 1.08 0.64
NR1D2 Fab-NR1D2-89.0 1.29 1.65 1.43 1.08 1.24 0.92
NR1D2 Fab-NR1D2-89.1 1.20 1.20 1.15 1.07 1.22 0.92
NR1D2 Fab-NR1D2-89.2 1.36 1.22 1.05 0.93 0.93 0.90
NR1D2 Fab-NR1D2-89.3 1.52 1.12 1.08 0.93 1.19 1.06
NR1D2 Fab-NR1D2-89.4 1.29 1.16 1.12 1.05 1.29 1.01
NR1D2 Fab-NR1D2-89.5 1.21 1.36 1.15 0.93 0.91 0.79
NR1D2 Fab-NR1D2-89.6 1.20 1.16 1.21 0.85 1.06 0.68
NR2F6 Fab-NR2F6-90.0 1.43 1.19 1.20 1.15 1.32 0.81
NR4A2 Fab-NR4A2-91.0 1.30 1.05 1.06 0.95 1.11 0.74
NR4A3 Fab-NR4A3-92.0 1.07 1.00 1.08 0.90 1.10 0.95
NR4A3 Fab-NR4A3-92.1 1.34 1.46 1.35 0.75 1.16 0.80
NR4A3 Fab-NR4A3-92.2 1.36 1.23 1.14 0.86 0.95 0.69
NR4A3 Fab-NR4A3-92.3 1.54 1.25 1.10 0.67 1.12 0.79
NR4A3 Fab-NR4A3-92.4 1.35 1.50 1.29 0.86 1.05 0.75
NR4A3 Fab-NR4A3-92.5 1.06 1.21 1.10 0.84 0.87 0.68
NR5A1 Fab-NR5A1-93.0 1.11 1.06 1.04 0.89 0.97 0.71
NR5A1 Fab-NR5A1-93.1 1.21 1.08 1.09 0.93 1.07 0.83
NR5A1 Fab-NR5A1-93.2 1.10 1.35 1.10 1.03 1.16 0.99
NR5A1 Fab-NR5A1-93.3 1.31 1.09 0.95 0.92 0.80 0.83
NR5A2 Fab-NR5A2-94.0 1.62 1.42 1.38 1.34 1.52 0.68
NR5A2 Fab-NR5A2-94.1 1.21 1.09 1.11 0.99 1.13 0.77
NR6A1 Fab-NR6A1-95.0 1.23 1.24 1.29 1.09 1.20 1.02
NR6A1 Fab-NR6A1-95.1 0.99 1.28 1.11 0.71 0.79 0.67
NR6A1 Fab-NR6A1-95.2 1.20 1.47 1.29 0.69 1.01 0.68
NR6A1 Fab-NR6A1-95.3 1.45 1.30 1.16 0.88 1.07 0.73
NR6A1 Fab-NR6A1-95.4 1.18 1.31 1.28 0.83 1.26 0.82
NR6A1 Fab-NR6A1-95.5 1.08 0.96 0.90 0.53 0.94 0.63
NR6A1 Fab-NR6A1-95.6 0.87 1.06 1.00 0.93 1.03 0.93
NR6A1 Fab-NR6A1-95.7 0.96 1.04 1.02 0.91 0.93 0.95
NRF1 Fab-NRF1-96.0 1.47 1.41 1.32 1.08 1.11 0.79
NRF1 Fab-NRF1-96.1 1.18 1.35 1.23 1.02 1.16 1.02
NRF1 Fab-NRF1-96.2 1.23 1.47 1.10 0.85 1.12 0.96
NRL Fab-NRL-97.0 2.85 2.87 2.50 1.77 1.51 1.67
NRL Fab-NRL-97.1 1.82 1.70 1.09 0.90 0.98 0.96
NRL Fab-NRL-97.2 1.20 1.27 1.26 0.99 1.02 0.99
NRL Fab-NRL-97.3 1.07 1.03 1.00 0.98 1.14 0.97
NSD1 Fab-NSD1-98.0 0.98 0.96 0.85 0.78 0.80 0.76
OR138.004 Fab-OR138.004-99.0 1.24 1.34 1.14 0.90 1.14 0.91
OTX2 Fab-OTX2-100.0 1.28 1.23 1.70 1.31 1.13 0.70
0TX2 Fab-OTX2-100.1 1.25 1.24 1.53 1.19 1.01 0.71
PAX6 Fab-PAX6-101.0 1.15 1.19 1.02 0.82 0.90 0.73
PAX7 Fab-PAX7-102.0 2.07 1.97 3.00 1.75 1.83 1.07
PAX7 Fab-PAX7-102.1 1.33 1.37 1.24 1.09 1.28 0.91
PBRM1/PB1A Fab-PBRM1/PB1A-103.0 1.10 1.21 1.06 1.03 1.09 0.85
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PBRM1/PB1A Fab-PBRM1/PB1A-103.1 1.19 1.37 1.28 1.12 1.26 1.07
PBRM1/PB1A Fab-PBRM1/PB1A-103.2 1.21 1.27 1.19 1.01 1.17 0.97
PBRM1/PB1A Fab-PBRM1/PB1A-103.3 1.06 1.57 1.30 1.27 1.39 1.40
PBRM1/PB1A Fab-PBRM1/PB1A-103.4 1.17 1.54 1.25 1.10 1.30 1.37
PBRM1/PB1A Fab-PBRM1/PB1A-103.5 1.54 1.45 1.45 1.06 1.42 1.34
PBRM1/PB1A Fab-PBRM1/PB1A-103.6 0.97 1.15 0.91 0.75 0.97 0.95
PBX1 Fab-PBX1-104.0 1.19 1.25 1.26 1.13 1.01 0.76
PBX1 Fab-PBX1-104.1 1.33 1.26 1.44 1.14 1.09 0.87
PBX3 Fab-PBX3-105.0 3.13 3.08 2.66 1.90 2.79 1.68
PBX4 Fab-PBX4-106.0 1.44 1.28 1.12 0.91 1.26 0.86
PBX4 Fab-PBX4-106.1 1.45 1.20 1.20 0.93 1.49 0.85
PBX4 Fab-PBX4-106.2 1.26 1.32 1.14 0.90 1.04 0.74
PBX4 Fab-PBX4-106.3 1.00 1.18 1.08 0.79 0.83 0.67
PDCD2 Fab-PDCD2-107.0 1.08 0.96 0.81 0.71 0.81 0.73
PDCD2 Fab-PDCD2-107.1 1.03 1.01 0.89 0.82 0.98 1.10
PGBD1 Fab-PGBD1-108.0 1.20 1.30 1.29 0.93 1.28 0.60
PGBD1 Fab-PGBD1-108.1 1.42 1.01 1.05 0.73 0.90 0.47
PGBD1 Fab-PGBD1-108.2 1.46 1.21 1.19 0.87 1.07 0.46
PGBD1 Fab-PGBD1-108.3 1.02 2.41 3.11 1.36 1.63 0.96
PGBD1 Fab-PGBD1-108.4 1.08 2.85 2.31 1.63 1.60 1.00
PIKFYVE Fab-PIKFYVE-109.0 1.46 1.08 1.18 0.97 1.15 0.89
PIKFYVE Fab-PIKFYVE-109.1 1.22 1.10 1.09 0.86 1.20 0.66
PIKFYVE Fab-PIKFYVE-109.2 0.94 0.83 0.93 0.70 0.98 0.53
PIKFYVE Fab-PIKFYVE-109.3 1.31 0.90 0.99 0.67 1.08 0.52
PITX2 Fab-PITX2-110.0 1.09 1.06 1.03 0.89 1.05 0.92
PITX2 Fab-PITX2-110.1 1.37 0.94 0.78 0.67 0.84 0.76
POU2F2 Fab-POU2F2-111.0 1.08 1.04 1.09 0.84 0.88 0.83
POU2F3 Fab-POU2F3-112.0 1.13 1.02 0.90 0.76 0.85 0.75
POU6F1 Fab-POU6F1-113.0 1.23 1.23 1.16 0.95 1.08 0.84
POU6F1 Fab-POU6F1-113.1 1.07 1.17 0.91 0.83 1.02 0.83
POUG6F1 Fab-POU6F1-113.2 1.23 1.27 1.14 0.96 1.08 0.76
POU6F1 Fab-POU6F1-113.3 1.10 1.17 1.12 0.97 1.14 0.80
POU6F1 Fab-POU6F1-113.4 1.24 1.32 1.12 0.94 1.12 0.76
POU6F1 Fab-POU6F1-113.5 1.11 1.20 1.07 0.94 0.80 0.72
POU6F1 Fab-POU6F1-113.6 1.11 1.26 1.05 0.94 1.03 0.89
POU6F1 Fab-POU6F1-113.7 1.05 1.17 1.24 1.00 1.14 0.95
POU6F1 Fab-POU6F1-113.8 1.22 1.27 1.25 0.99 1.19 0.86
POU6F1 Fab-POU6F1-113.9 0.99 1.04 0.85 0.91 0.96 0.81
POU6F1 Fab-POU6F1-113.10 1.08 1.17 1.22 0.97 1.11 0.85
POU6F1 Fab-POU6F1-113.11 1.24 1.39 1.39 1.12 1.25 0.80
POUG6F1 Fab-POU6F1-113.12 1.05 1.18 1.29 0.99 1.12 0.90
POU6F1 Fab-POU6F1-113.13 1.12 1.18 1.18 0.89 1.05 0.83
PRDM11 Fab-PRDM11-114.0 1.40 1.44 1.12 1.18 0.97 1.05
PRDM11 Fab-PRDM11-114.1 1.29 1.17 1.29 1.04 0.99 1.08
PRDM11 Fab-PRDM11-114.2 1.27 1.26 1.37 1.10 0.96 0.93
PRDM11 Fab-PRDM11-114.3 1.33 1.22 1.25 1.14 0.95 0.92
PRDM11 Fab-PRDM11-114.4 1.56 1.29 1.41 1.04 1.02 1.11
PRDM14 Fab-PRDM14-115.0 2.12 1.11 1.10 0.76 1.05 0.68
PRDM14 Fab-PRDM14-115.1 1.27 1.13 1.11 0.72 1.12 0.83
PRDM14 Fab-PRDM14-115.2 0.99 0.84 0.87 0.44 1.03 0.71
PRDM14 Fab-PRDM14-115.3 1.09 1.09 1.12 0.88 1.05 0.70
PRDM14 Fab-PRDM14-115.4 0.82 1.12 1.04 0.82 1.10 0.70
PRDM4 Fab-PRDM4-116.0 1.22 1.39 1.48 1.16 0.98 1.20
PRDM9 Fab-PRDM9-117.0 1.33 1.14 1.36 1.04 1.00 1.12
PRDM9 Fab-PRDM9-117.1 1.45 1.07 1.33 0.90 1.05 0.99
PRDM9 Fab-PRDM9-117.2 1.22 1.15 1.29 0.63 1.01 1.05
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
PRDM9 Fab-PRDM9-117.3 1.50 1.34 1.58 0.69 1.01 0.72
PRDM9 Fab-PRDM9-117.4 1.28 1.29 1.48 0.66 0.97 0.90
PRDM9 Fab-PRDM9-117.5 1.27 1.84 1.42 0.84 0.93 0.81
PRMT5/SKB1 Fab-PRMT5/SKB1-118.0 1.21 1.28 1.45 0.89 0.95 0.82
PRMT5/SKB1 Fab-PRMT5/SKB1-118.1 1.33 1.31 1.40 1.04 1.04 1.17
PRMT5/SKB1 Fab-PRMT5/SKB1-118.2 1.41 1.23 1.30 0.86 0.95 0.92
PRMT5/SKB1 Fab-PRMT5/SKB1-118.3 1.35 1.25 1.24 1.01 0.94 0.80
PRMT5/SKB1 Fab-PRMT5/SKB1-118.4 1.30 1.12 1.23 1.04 0.99 0.96
PRMT5/SKB1 Fab-PRMT5/SKB1-118.5 1.42 1.24 1.34 0.77 1.08 1.04
PRMT5/SKB1 Fab-PRMT5/SKB1-118.6 1.30 1.19 1.27 1.12 1.15 1.06
PRMT5/SKB1 Fab-PRMT5/SKB1-118.7 1.33 1.21 1.25 1.11 1.08 1.11
PRMT5/SKB1 Fab-PRMT5/SKB1-118.8 1.21 1.15 1.22 0.96 1.02 0.82
PROP1 Fab-PROP1-119.0 1.10 1.17 0.92 0.78 0.88 0.82
PROP1 Fab-PROP1-119.1 1.09 1.19 1.06 0.99 1.00 0.91
PROP1 Fab-PROP1-119.2 1.20 1.39 1.02 0.88 1.10 0.76
PROP1 Fab-PROP1-119.3 1.11 1.20 1.08 0.95 1.01 0.89
PROP1 Fab-PROP1-119.4 1.21 1.17 1.04 0.89 1.06 0.76
PRRX2 Fab-PRRX2-120.0 1.95 1.27 1.08 0.82 1.33 0.89
RARA Fab-RARA-121.0 1.23 1.13 1.16 0.99 1.15 0.82
RARA Fab-RARA-121.1 1.06 1.32 1.27 1.01 1.13 0.94
RARG Fab-RARG-122.0 1.26 1.16 1.03 0.96 0.69 0.88
RARG Fab-RARG-122.1 1.25 1.29 1.22 1.02 1.22 0.99
RARG Fab-RARG-122.2 1.27 1.29 1.31 1.12 1.34 1.25
RARG Fab-RARG-122.3 1.44 1.10 1.07 0.97 1.15 0.93
RARG Fab-RARG-122.4 1.32 1.05 1.02 0.99 0.88 0.56
RARG Fab-RARG-122.5 1.15 1.06 1.06 1.00 1.06 0.91
RBAK Fab-RBAK-123.0 1.55 1.55 1.69 1.17 1.24 0.96
RBAK Fab-RBAK-123.1 2.49 1.37 1.60 1.21 1.21 0.88
RBAK Fab-RBAK-123.2 1.39 1.26 1.31 1.01 1.23 0.84
RBAK Fab-RBAK-123.3 1.09 1.26 1.27 0.92 1.34 0.81
RBAK Fab-RBAK-123.4 1.35 1.43 1.62 1.09 1.20 0.89
RHOXF2 Fab-RHOXF2-124.0 1.03 1.12 0.98 0.81 0.99 0.89
RLF Fab-RLF-125.0 1.45 1.00 0.76 0.65 0.77 0.69
RNMT Fab-RNMT-126.0 1.12 1.18 1.03 0.87 1.09 0.91
RNMT Fab-RNMT-126.1 1.19 1.55 1.34 1.21 1.41 1.51
RPRD1A Fab-RPRD1A-127.0 2.39 2.49 2.47 1.44 1.34 1.58
RPRD1A Fab-RPRD1A-127.1 1.56 1.39 1.11 1.03 1.15 1.02
RPRD1A Fab-RPRD1A-127.2 1.56 1.44 1.29 0.76 1.09 0.80
RPRD1A Fab-RPRD1A-127.3 2.36 2.14 2.08 1.49 1.35 0.98
RPRD1A Fab-RPRD1A-127.4 1.37 1.25 1.21 0.58 1.03 1.05
RREB1 Fab-RREB1-128.0 1.42 1.46 1.29 1.08 1.23 0.86
RREB1 Fab-RREB1-128.1 1.27 1.13 0.81 0.69 0.92 0.73
SALL4 Fab-SALL4-129.0 1.26 2.04 1.27 1.11 1.00 0.81
SCML2 Fab-SCML2-130.0 1.41 131 1.29 1.06 1.02 1.05
SCML2 Fab-SCML2-130.1 1.46 1.30 1.51 1.18 1.33 1.00
SCML2 Fab-SCML2-130.2 1.24 1.09 1.23 0.98 0.98 0.85
SCML2 Fab-SCML2-130.3 1.50 1.40 1.45 0.96 1.04 1.09
SCML2 Fab-SCML2-130.4 1.44 1.21 1.15 0.91 0.96 1.27
SCML2 Fab-SCML2-130.5 1.42 1.32 1.30 1.01 1.04 0.99
SCML2 Fab-SCML2-130.6 1.70 1.43 1.52 1.08 1.08 1.19
SCML2 Fab-SCML2-130.7 1.77 1.30 1.52 0.84 0.99 1.16
SCML2 Fab-SCML2-130.8 1.36 1.12 1.28 1.02 1.08 1.02
SCML2 Fab-SCML2-130.9 1.12 1.21 1.16 0.76 1.02 0.94
SCML2 Fab-SCML2-130.10 1.40 1.63 1.47 1.03 1.08 0.97
SCML2 Fab-SCML2-130.11 1.40 1.15 1.16 0.89 0.98 0.70
SCML2 Fab-SCML2-130.12 1.37 1.18 1.17 0.83 1.04 0.73
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
SETD7 Fab-SETD7-131.0 1.16 1.02 1.40 0.80 1.11 1.08
SETD7 Fab-SETD7-131.1 1.20 1.04 1.13 0.83 1.00 0.87
SETD7 Fab-SETD7-131.2 1.41 1.17 1.27 0.75 1.02 0.73
SETD7 Fab-SETD7-131.3 1.32 1.24 1.46 1.03 1.06 0.91
SETD7 Fab-SETD7-131.4 1.32 1.16 1.33 0.85 1.00 1.08
SETDB1 Fab-SETDB1-132.0 1.21 1.12 1.12 0.72 1.00 0.66
SETDB1 Fab-SETDB1-132.1 1.30 1.22 1.20 0.80 0.99 0.67
SETDB1 Fab-SETDB1-132.2 1.31 1.21 1.05 0.84 0.98 0.75
SETDB1 Fab-SETDB1-132.3 1.74 1.63 1.51 0.79 1.26 0.87
SETDB1 Fab-SETDB1-132.4 1.15 1.15 1.12 0.88 0.90 0.69
SHOX2 Fab-SHOX2-133.0 1.04 1.14 1.10 0.94 1.08 0.92
SHOX2 Fab-SHOX2-133.1 1.19 1.09 1.17 0.97 0.95 0.77
SHOX2 Fab-SHOX2-133.2 1.17 1.07 1.15 0.94 0.90 0.70
SIRT1 Fab-SIRT1-134.0 1.20 1.08 1.07 0.94 0.99 0.89
SIRT1 Fab-SIRT1-134.1 1.11 1.05 1.07 0.92 1.03 1.00
SIRT1 Fab-SIRT1-134.2 1.04 1.01 1.00 0.62 0.85 0.78
SIRT1 Fab-SIRT1-134.3 1.22 1.08 0.90 0.94 1.02 0.95
SIRT5 Fab-SIRT5-135.0 1.19 1.16 1.18 1.06 1.11 0.72
SIRT5 Fab-SIRT5-135.1 1.11 1.04 1.07 0.95 1.07 0.82
SIRTS Fab-SIRT5-135.2 1.10 1.06 1.07 0.93 1.02 0.91
SIRT5 Fab-SIRT5-135.3 1.08 1.01 1.02 0.76 0.82 0.52
SIRTS Fab-SIRT5-135.4 1.20 1.13 1.15 1.06 1.07 1.18
SIRT5 Fab-SIRT5-135.5 1.24 1.16 1.65 1.17 0.98 0.90
SIRTS Fab-SIRT5-135.6 1.32 1.29 1.33 0.91 1.19 0.73
SIRTS5 Fab-SIRT5-135.7 1.20 1.31 1.29 0.96 1.08 1.07
SIRTS Fab-SIRT5-135.8 1.22 1.15 1.31 0.81 1.04 0.78
SIRT7 Fab-SIRT7-136.0 1.21 1.23 1.23 1.14 0.99 0.73
SIX1 Fab-SIX1-137.0 1.20 1.28 1.13 0.98 1.24 0.83
SIX2 Fab-SIX2-138.0 1.21 1.36 1.34 1.08 1.10 0.85
SMAD2 Fab-SMAD2-139.0 1.06 0.92 0.96 0.72 1.03 0.79
SMAD2 Fab-SMAD2-139.1 1.12 0.99 1.07 0.74 1.01 0.76
SMAD3 Fab-SMAD3-140.0 1.03 1.56 1.07 1.07 1.03 0.87
SMAD3 Fab-SMAD3-140.1 1.05 1.27 1.26 0.92 1.14 0.90
SMAD3 Fab-SMAD3-140.2 1.20 1.29 1.23 1.02 1.19 0.81
SMAD3 Fab-SMAD3-140.3 0.99 1.21 1.19 0.98 1.11 0.89
SMAD3 Fab-SMAD3-140.4 1.03 1.92 3.18 1.48 1.83 1.12
SMAD3 Fab-SMAD3-140.5 1.03 1.28 1.50 0.94 1.11 0.59
SMARCA1/ SNF2L Fab-SMARCA1/ SNF2L-141.0 1.09 1.22 0.83 1.00 1.04 0.93
SMARCA1/SNF2L Fab-SMARCA1/SNF2L-142.0 1.13 1.15 1.07 0.99 1.08 0.86
SMARCA4 Fab-SMARCA4-143.0 1.32 1.13 1.22 0.82 0.98 0.94
SMARCA4 Fab-SMARCA4-143.1 1.23 1.15 1.60 1.02 1.23 1.08
SMARCA4 Fab-SMARCA4-143.2 1.40 1.12 1.17 0.74 0.94 0.52
SMARCA4 Fab-SMARCA4-143.3 1.20 1.17 1.39 0.97 1.22 0.96
SMARCA4 Fab-SMARCA4-143.4 1.14 1.16 1.17 0.88 1.13 1.04
SMARCC2 Fab-SMARCC2-144.0 1.55 1.00 1.03 0.54 1.02 0.72
SMARCC2 Fab-SMARCC2-144.1 1.55 0.80 0.85 0.46 0.99 0.86
SMARCE1 Fab-SMARCE1-145.0 1.02 1.32 1.45 0.84 1.08 0.91
SMuU1l Fab-SMU1-146.0 1.10 1.06 1.05 1.03 0.98 1.10
SMU1 Fab-SMU1-146.1 0.99 1.33 1.31 0.99 1.14 0.93
SMU1 Fab-SMU1-146.2 1.44 2.73 2.97 1.75 3.19 2.00
SMURF1 Fab-SMURF1-147.0 1.25 1.46 1.49 0.86 1.28 0.91
SMURF1 Fab-SMURF1-147.1 1.91 1.48 1.32 0.82 1.17 0.81
SMURF1 Fab-SMURF1-147.2 1.24 1.28 1.21 0.79 0.93 0.75
SMURF1 Fab-SMURF1-147.3 1.57 1.19 1.10 0.81 0.84 0.78
SMURF1 Fab-SMURF1-147.4 1.21 1.27 1.06 0.87 0.89 0.85
SMYD2 Fab-SMYD2-148.0 1.26 1.14 1.22 0.95 1.10 0.67
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
SMYD2 Fab-SMYD2-148.1 1.50 1.13 1.20 0.76 1.23 1.03
SOX12 Fab-SOX12-149.0 1.05 1.05 0.89 0.73 0.80 0.63
SOX12 Fab-SOX12-149.1 1.08 1.13 1.19 0.92 0.92 0.83
SOX12 Fab-SOX12-149.2 1.37 1.51 1.46 1.25 1.09 0.65
SOX12 Fab-SOX12-149.3 1.05 0.89 1.00 0.62 0.81 0.71
SOX12 Fab-SOX12-149.4 1.57 1.78 1.77 1.43 1.25 1.00
SOX12 Fab-SOX12-149.5 1.01 1.07 1.05 0.83 0.78 0.77
SOX13 Fab-SOX13-150.0 1.25 1.21 1.00 0.84 1.01 0.81
SOX13 Fab-SOX13-150.1 1.33 1.32 1.07 1.00 1.13 0.95
SOX13 Fab-SOX13-150.2 1.02 0.98 1.05 0.86 0.75 0.76
SOX18 Fab-SOX18-151.0 1.20 1.01 0.91 0.73 0.83 0.68
SOX21 Fab-SOX21-152.0 1.00 0.90 0.87 0.74 0.75 0.71
SOX30 Fab-SOX30-153.0 1.19 1.21 1.16 1.02 1.09 0.91
SOX30 Fab-SOX30-153.1 1.17 1.18 0.97 0.81 1.07 0.82
SOX30 Fab-SOX30-153.2 1.10 1.23 1.22 0.96 1.08 0.76
SOX30 Fab-SOX30-153.3 1.12 1.16 1.14 0.94 1.01 0.94
SOX30 Fab-SOX30-153.4 1.13 1.22 1.28 1.07 1.09 0.94
SOX30 Fab-SOX30-153.5 1.12 1.15 1.20 0.86 1.07 0.91
SOX30 Fab-SOX30-153.6 1.18 1.12 1.05 0.72 0.97 0.98
SOX30 Fab-SOX30-153.7 1.29 1.25 1.09 1.01 1.12 0.99
SOX30 Fab-SOX30-153.8 1.21 1.32 1.26 1.13 1.06 0.80
SOX30 Fab-SOX30-153.9 1.07 1.20 1.00 0.81 1.14

SOX30 Fab-SOX30-153.10 1.09 1.13 1.14 0.92 0.93 0.68
SOX30 Fab-SOX30-153.11 1.15 1.17 1.19 0.96 0.94 0.73
SOX30 Fab-SOX30-153.12 1.11 1.23 1.23 0.95 1.13 0.90
SOX30 Fab-SOX30-153.13 1.27 1.21 1.14 1.05 1.05 0.89
SOX4 Fab-SOX4-154.0 1.45 1.42 1.26 0.91 1.14 0.74
SOX4 Fab-SOX4-154.1 1.24 1.37 1.31 0.90 1.18 0.82
SOX4 Fab-SOX4-154.2 1.28 1.20 1.10 0.84 1.00 0.66
SOX4 Fab-SOX4-154.3 1.15 1.22 1.23 0.85 0.90 0.62
SOX4 Fab-SOX4-154.4 1.26 1.16 1.10 0.72 0.86 0.82
SOX4 Fab-SOX4-154.5 1.23 1.40 1.20 0.85 1.25 0.76
SOX4 Fab-SOX4-154.6 1.33 1.17 1.09 0.82 1.03 0.71
SOX4 Fab-SOX4-154.7 1.33 1.19 1.09 0.88 0.88 0.77
SOX4 Fab-SOX4-154.8 1.05 1.16 1.30 0.98 1.02 0.86
SOX4 Fab-SOX4-154.9 1.33 1.18 1.30 0.99 1.10 0.95
Sox7 Fab-Sox7-155.0 1.17 1.09 1.21 0.92 1.22 0.95
Sox7 Fab-Sox7-155.1 1.22 0.99 1.01 0.63 1.07 0.68
Sox7 Fab-Sox7-155.2 1.17 1.20 1.26 0.99 1.64 0.58
Sox7 Fab-Sox7-155.3 1.05 0.97 1.06 0.83 1.07 0.76
SP2 Fab-SP2-156.0 1.44 1.30 1.16 1.19 1.00 0.89
SP2 Fab-SP2-156.1 1.16 1.32 1.00 0.96 0.94 0.78
SP2 Fab-SP2-156.2 1.29 1.35 1.11 1.03 1.18 0.97
SP2 Fab-SP2-156.3 1.21 1.24 1.15 1.01 1.18 0.92
SP2 Fab-SP2-156.4 1.33 1.26 1.12 0.88 1.02 0.73
SP2 Fab-SP2-156.5 1.29 1.42 1.21 0.91 1.24 0.61
SP4 Fab-SP4-157.0 1.24 1.08 1.09 0.99 1.06 0.92
SP4 Fab-SP4-157.1 1.14 0.97 1.08 0.84 1.04 0.93
SP4 Fab-SP4-157.2 1.11 0.98 0.71 0.49 0.73 0.80
SP7 Fab-SP7-158.0 1.35 0.97 1.01 0.68 0.96 0.77
SP7 Fab-SP7-158.1 1.24 1.08 1.11 0.82 0.97 0.79
SP7 Fab-SP7-158.2 1.35 1.07 1.20 0.79 1.06 0.73
SPDEF Fab-SPDEF-159.0 1.08 1.43 1.45 1.16 1.28 0.97
STAT1 Fab-STAT1-160.0 1.10 1.35 1.20 0.95 1.16 1.15
SUPT6H Fab-SUPT6H-161.0 1.13 291 2.67 1.86 2.78 2.53
SUPT6H Fab-SUPT6H-161.1 1.15 2.08 1.47 1.33 1.67 1.26
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Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
SUPT6H Fab-SUPT6H-161.2 3.60 2.88 2.24 1.79 2.46 2.04
SUPT6H Fab-SUPT6H-161.3 1.25 2.51 2.03 1.74 2.40 1.70
TBL1X Fab-TBL1X-162.0 1.28 1.22 1.23 0.95 1.05 1.08
TBL1X Fab-TBL1X-162.1 1.41 1.53 1.45 1.16 1.16 1.09
TBL1X Fab-TBL1X-162.2 1.44 1.51 1.55 1.38 1.17 1.23
TBL1X Fab-TBL1X-162.3 1.45 1.61 1.32 1.34 1.34 1.22
TBX4 Fab-TBX4-163.0 1.08 1.21 0.91 0.94 1.09 0.75
TBX4 Fab-TBX4-163.1 1.10 1.13 1.07 1.02 1.08 0.96
TBX4 Fab-TBX4-163.2 1.02 1.07 1.01 0.91 1.00 0.86
TBX5 Fab-TBX5-164.0 1.47 1.17 1.26 0.82 1.02 0.96
TBX5 Fab-TBX5-164.1 1.22 1.32 1.11 1.02 1.05 0.65
TBX5 Fab-TBX5-164.2 1.04 1.19 0.91 0.88 0.98 0.71
TBX5 Fab-TBX5-164.3 1.04 1.45 1.31 1.13 1.22 0.89
TBX5 Fab-TBX5-164.4 1.14 1.12 1.08 0.92 1.09 0.89
Thx5 Fab-Thx5-164.5 0.97 1.00 1.13 0.76 1.02 0.73
TDRD3 Fab-TDRD3-165.0 1.32 1.29 1.38 1.17 1.32 0.95
TDRD3 Fab-TDRD3-165.1 1.58 1.22 1.36 1.15 1.27 1.02
TDRKH/TDRD2 Fab-TDRKH/TDRD2-166.0 0.76 1.08 1.18 0.72 1.00 0.82
TDRKH/TDRD2 Fab-TDRKH/TDRD2-166.1 1.25 1.02 1.28 0.76 0.97 0.84
TDRKH/TDRD2 Fab-TDRKH/TDRD2-166.2 0.94 0.94 0.96 0.59 0.97 0.90
TDRKH/TDRD2 Fab-TDRKH/TDRD2-166.3 1.24 1.24 0.86 0.57 1.09 0.95
TDRKH/TDRD2 Fab-TDRKH/TDRD2-166.4 1.23 1.44 1.27 0.82 0.98 0.94
TRIM24/TIF1A Fab-TRIM24/TIF1A-167.0 1.15 1.44 1.09 1.06 1.17 1.04
TRIM24/TIF1A Fab-TRIM24/TIF1A-167.1 1.12 2.37 2.21 1.47 2.28 1.59
TRPS1 Fab-TRPS1-168.0 1.06 1.00 0.78 0.64 0.87 0.99
TRPS1 Fab-TRPS1-168.1 1.14 1.12 1.01 0.93 1.08 0.95
TRPS1 Fab-TRPS1-168.2 1.11 1.24 1.08 0.84 1.11 1.06
TSC22D4 Fab-TSC22D4-169.0 1.42 1.20 1.32 0.95 1.35 0.77
TSC22D4 Fab-TSC22D4-169.1 1.08 1.14 1.18 0.85 1.07 0.76
TSC22D4 Fab-TSC22D4-169.2 2.11 0.99 1.03 0.55 0.96 0.64
TSC22D4 Fab-TSC22D4-169.3 1.16 1.01 1.07 0.70 1.05 0.67
TSC22D4 Fab-TSC22D4-169.4 1.12 1.06 1.08 0.80 1.13 0.72
TSC22D4 Fab-TSC22D4-169.5 1.16 1.11 1.21 0.77 1.04 0.81
TSC22D4 Fab-TSC22D4-169.6 1.15 1.05 1.04 0.68 1.16 0.77
TSC22D4 Fab-TSC22D4-169.7 1.01 1.11 0.91 0.80 1.20 0.82
TSC22D4 Fab-TSC22D4-169.8 1.05 1.00 0.93 0.74 1.00 0.75
UBH14 Fab-UBH14-170.0 1.27 1.22 1.34 0.93 1.20 0.77
UHRF1 Fab-UHRF1-171.0 1.45 1.64 1.61 1.34 1.40 1.46
UHRF1 Fab-UHRF1-171.1 1.27 1.33 1.29 1.04 1.18 1.04
UHRF1 Fab-UHRF1-171.2 1.15 1.05 1.49 0.99 0.99 0.93
UHRF2 Fab-UHRF2-172.0 1.64 1.83 1.94 1.38 1.56 1.19
UHRF2 Fab-UHRF2-172.1 1.29 1.23 1.28 1.09 1.06 0.83
UNCX Fab-UNCX-173.0 1.06 0.85 1.07 0.80 0.78 0.71
UNCX Fab-UNCX-173.1 1.27 1.27 0.93 0.64 1.01 0.76
UNCX Fab-UNCX-173.2 1.55 1.19 1.35 1.16 1.10 0.64
UNCX Fab-UNCX-173.3 1.21 0.82 0.82 0.57 0.51 0.55
UNCX Fab-UNCX-173.4 0.80 1.13 1.11 0.99 0.86 0.69
USP13 Fab-USP13-174.0 1.38 1.14 1.08 0.88 1.06 0.79
USP13 Fab-USP13-174.1 1.72 1.50 1.40 0.97 1.05 0.92
USP13 Fab-USP13-174.2 1.53 1.14 1.08 0.83 0.99 0.79
USP7 Fab-USP7-175.0 1.52 1.34 1.31 1.01 1.26 0.97
USP7 Fab-USP7-175.1 1.26 1.51 1.44 1.12 1.22 1.10
UspP7 Fab-USP7-175.2 1.57 1.44 1.52 1.08 1.19 1.00
usp7 Fab-USP7-175.3 1.07 1.47 1.15 0.89 0.92 0.72
USP7 Fab-USP7-175.4 1.31 1.30 1.50 1.09 1.37 0.85
usp7 Fab-USP7-175.5 1.47 1.26 1.41 1.10 1.39 1.07
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
USP7 Fab-USP7-175.6 1.11 1.44 1.43 0.91 1.23 0.84
USspP7 Fab-USP7-175.7 1.24 1.46 1.18 0.93 1.19 0.80
VAX1 Fab-VAX1-176.0 1.15 1.13 0.99 0.62 0.84 0.79
VAX2 Fab-VAX2-177.0 1.19 1.11 1.07 0.83 1.04 0.69
VENTX Fab-VENTX-178.0 0.99 1.02 1.05 0.90 0.97 0.89
VENTX Fab-VENTX-178.1 1.02 1.03 0.94 0.61 0.83 0.91
VSX1 Fab-VSX1-179.0 1.08 1.16 1.30 0.97 1.10 0.83
VSX1 Fab-VSX1-179.1 1.06 1.13 1.23 0.94 1.00 0.93
VSX1 Fab-VSX1-179.2 1.08 1.19 1.20 0.94 0.97 0.77
VSX1 Fab-VSX1-179.3 1.31 1.33 1.26 1.12 1.02 0.81
VSX1 Fab-VSX1-179.4 1.26 1.28 1.27 0.99 1.05 0.92
WDR12 Fab-WDR12-180.0 1.27 1.22 1.09 1.05 1.16 0.66
WDR12 Fab-WDR12-180.1 2.37 2.34 3.34 1.53 1.80 0.98
WDR12 Fab-WDR12-180.2 1.30 3.31 2.96 1.67 2.60 1.19
WDR45 Fab-WDR45-181.0 1.31 2.04 1.89 1.25 1.53 1.04
WDR45 Fab-WDR45-181.1 1.09 1.56 1.17 1.07 1.34 0.98
WDR45 Fab-WDRA45-181.2 0.96 0.99 0.92 0.69 0.93 0.80
WDR48 Fab-WDR48-182.0 1.18 1.02 0.99 0.84 0.98 0.82
WDR48 Fab-WDR48-182.1 1.09 1.04 1.07 1.04 1.06 0.96
WDR48 Fab-WDR48-182.2 0.98 1.02 0.99 0.75 0.93 0.81
WDR5 Fab-WDR5-183.0 1.20 1.17 1.02 0.67 0.99 0.82
WDR5 Fab-WDR5-183.1 131 1.13 1.43 1.06 1.07 1.18
WDR5 Fab-WDR5-183.2 1.15 0.94 1.44 1.01 1.01 1.04
WDR5 Fab-WDR5-183.3 1.85 1.33 1.25 0.87 1.03 1.03
WDR5 Fab-WDR5-183.4 1.13 1.26 1.14 0.69 1.18 0.98
WDR5 Fab-WDR5-183.5 1.17 1.13 1.06 0.85 1.08 0.71
WDR82 Fab-WDR82-184.0 1.06 0.99 0.98 0.77 0.91 0.80
ZBTB16 Fab-ZBTB16-185.0 1.15 1.05 0.95 0.74 0.93 0.90
ZBTB16 Fab-ZBTB16-185.1 2.46 1.35 0.99 0.98 1.04 0.82
ZBTB16 Fab-ZBTB16-185.2 1.36 1.25 1.07 0.87 0.94 0.89
ZBTB16 Fab-ZBTB16-185.3 1.37 1.46 1.02 0.99 1.00 0.84
ZBTB16 Fab-ZBTB16-185.4 0.98 0.98 0.96 0.74 0.78 0.72
ZBTB16 Fab-ZBTB16-185.5 0.97 0.96 0.83 0.63 0.68 0.95
ZBTB16 Fab-ZBTB16-185.6 1.28 1.15 1.10 0.92 0.76 0.88
ZBTB21 (ZNF295) Fab-ZBTB21 (ZNF295)-186.0 1.11 1.06 1.10 0.81 1.03 0.94
ZBTB24 Fab-ZBTB24-187.0 2.47 1.20 1.01 1.01 1.00 0.67
ZBTB24 Fab-ZBTB24-187.1 1.11 1.34 1.42 1.16 1.23 0.98
ZBTB24 Fab-ZBTB24-187.2 1.63 1.20 1.22 0.95 1.29 0.82
ZBTB24 Fab-ZBTB24-187.3 1.38 1.18 1.31 0.95 1.30 0.71
ZBTB24 Fab-ZBTB24-187.4 1.38 1.34 1.45 0.96 1.24 0.81
ZBTB24 Fab-ZBTB24-187.5 1.35 1.49 1.38 0.92 1.18 0.73
ZBTB32 Fab-ZBTB32-188.0 1.68 1.09 1.09 1.03 1.15 0.70
ZBTB32 Fab-ZBTB32-188.1 1.14 1.21 1.13 1.04 1.18 0.74
ZBTB39 Fab-ZBTB39-189.0 1.04 1.00 1.06 0.86 0.93 0.54
ZBTB39 Fab-ZBTB39-189.1 0.99 0.99 0.98 0.79 0.86 0.57
ZBTB39 Fab-ZBTB39-189.2 1.07 1.03 1.02 0.64 0.96 0.62
ZBTB39 Fab-ZBTB39-189.3 1.05 1.04 1.03 0.94 0.99 0.85
ZBTB39 Fab-ZBTB39-189.4 0.91 1.09 0.98 0.61 0.89 0.77
ZBTB39 Fab-ZBTB39-189.5 1.17 1.22 1.21 1.04 1.25 0.53
ZBTB39 Fab-ZBTB39-189.6 1.04 1.04 1.22 0.79 1.05 0.60
ZBTB39 Fab-ZBTB39-189.7 1.06 1.29 1.36 0.95 1.25 0.63
ZBTB39 Fab-ZBTB39-189.8 1.22 1.12 1.31 0.72 1.19 0.77
ZBTB39 Fab-ZBTB39-189.9 1.08 1.20 1.28 0.98 1.12 0.52
ZBTB39 Fab-ZBTB39-189.10 1.44 1.47 1.40 1.15 1.29 0.55
ZBTB39 Fab-ZBTB39-189.11 1.33 1.25 1.17 1.05 1.06 0.96
ZBTB39 Fab-ZBTB39-189.12 1.18 1.12 1.46 0.89 1.01 0.56
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZBTB39 Fab-ZBTB39-189.13 1.18 1.12 1.34 0.81 0.90 0.57
ZBTB39 Fab-ZBTB39-189.14 1.48 1.56 1.65 1.26 1.40 0.52
ZBTB39 Fab-ZBTB39-189.15 1.36 1.14 1.48 0.99 0.92 0.54
ZBTB39 Fab-ZBTB39-189.16 1.29 1.27 1.51 0.87 0.88 0.55
ZBTB39 Fab-ZBTB39-189.17 1.24 1.00 1.03 0.95 0.90 0.59
ZBTB39 Fab-ZBTB39-189.18 1.36 1.18 1.08 0.79 1.09 0.67
ZBTB39 Fab-ZBTB39-189.19 0.87 1.18 1.11 0.96 1.08 0.86
ZBTB39 Fab-ZBTB39-189.20 1.39 1.34 1.33 1.12 1.09 1.15
ZBTB41 Fab-ZBTB41-190.0 1.19 1.00 1.08 0.91 0.98 0.84
ZBTB41 Fab-ZBTB41-190.1 1.33 1.46 1.12 1.01 1.06 0.92
ZBTB41 Fab-ZBTB41-190.2 1.24 1.12 1.17 1.03 1.03 0.93
ZBTB41 Fab-ZBTB41-190.3 1.16 1.07 1.03 0.93 0.89 0.81
ZBTB41 Fab-ZBTB41-190.4 1.17 1.14 1.02 0.91 1.06 0.73
ZBTB7B Fab-ZBTB7B-191.0 1.22 1.18 1.11 0.96 0.96 0.81
ZBTB7B Fab-ZBTB7B-191.1 1.12 1.12 1.04 0.87 0.98 0.62
ZBTB7B Fab-ZBTB7B-191.2 1.24 1.14 1.09 0.96 1.12 0.85
ZBTB7B Fab-ZBTB7B-191.3 1.11 1.22 1.16 0.82 0.93 0.80
ZBTB7B Fab-ZBTB7B-191.4 1.34 1.30 1.47 0.85 131 1.13
ZBTB7B Fab-ZBTB7B-191.5 1.19 1.36 1.12 0.89 0.86 0.86
ZBTB7B Fab-ZBTB7B-191.6 1.04 1.22 1.07 0.87 0.83 0.63
ZBTB7b Fab-ZBTB7b-191.7 1.02 1.38 1.41 1.01 1.21 0.85
ZEB2 Fab-ZEB2-192.0 1.03 1.00 0.98 0.93 0.94 0.86
ZFP3 Fab-ZFP3-193.0 1.12 1.03 1.01 0.69 0.98 0.85
ZFP64 Fab-ZFP64-194.0 1.01 1.01 0.93 0.76 0.88 0.81
ZFP64 Fab-ZFP64-194.1 1.03 1.05 1.07 1.00 1.04 0.95
ZFP69 Fab-ZFP69-195.0 1.16 1.11 1.08 0.91 0.96 0.77
ZFP69 Fab-ZFP69-195.1 0.98 1.08 1.21 1.00 1.19 0.95
ZFP69 Fab-ZFP69-195.2 1.26 1.11 1.18 0.90 1.07 0.96
ZFP69 (ZNF642) Fab-ZFP69 (ZNF642)-196.0 1.21 1.34 1.32 1.24 1.26 0.70
ZFP90 Fab-ZFP90-197.0 0.99 1.06 1.05 1.01 0.98 0.96
ZFP90 Fab-ZFP90-197.1 1.02 1.02 1.01 0.98 1.01 0.94
ZGPAT Fab-ZGPAT-198.0 1.13 1.34 1.57 1.05 0.98 1.00
ZGPAT Fab-ZGPAT-198.1 1.17 1.19 1.23 1.05 1.08 1.22
ZGPAT Fab-ZGPAT-198.2 1.35 1.05 1.20 0.63 1.04 1.11
ZGPAT Fab-ZGPAT-198.3 1.42 1.09 1.37 0.80 1.18 0.72
ZGPAT Fab-ZGPAT-198.4 1.12 1.11 1.33 0.81 1.20 0.75
ZGPAT Fab-ZGPAT-198.5 1.64 1.08 1.33 0.93 1.18 1.38
ZHX1 Fab-ZHX1-199.0 1.09 1.19 1.15 0.89 0.95 0.86
ZHX1 Fab-ZHX1-199.1 1.29 1.38 1.48 1.10 1.07 0.81
ZHX1 Fab-ZHX1-199.2 1.03 1.01 1.01 1.00 0.95 0.96
ZHX1 Fab-ZHX1-199.3 1.05 0.87 0.79 0.62 0.84 0.80
Z1C2 Fab-ZIC2-200.0 1.15 1.38 1.46 0.96 1.09 1.00
ZKSCAN1 Fab-ZKSCAN1-201.0 0.81 0.96 0.91 0.79 0.76 0.65
ZKSCAN1 Fab-ZKSCAN1-201.1 1.24 1.09 0.88 0.80 0.77 1.14
ZKSCAN1 Fab-ZKSCAN1-201.2 1.03 1.07 1.04 0.83 1.00 0.91
ZKSCAN2 Fab-ZKSCAN2-202.0 1.61 1.04 0.97 0.87 0.92 1.00
ZKSCAN2 Fab-ZKSCAN2-202.1 1.13 1.41 1.06 0.97 1.08 0.76
ZKSCAN2 Fab-ZKSCAN2-202.2 1.32 1.61 1.08 1.04 0.99 0.86
ZKSCAN2 Fab-ZKSCAN2-202.3 1.19 1.09 1.06 0.99 1.11 0.94
ZKSCAN2 Fab-ZKSCAN2-202.4 1.15 1.19 1.19 0.85 1.06 0.64
ZKSCAN2 Fab-ZKSCAN2-202.5 1.24 1.16 1.08 0.82 0.94 0.63
ZKSCAN2 Fab-ZKSCAN2-202.6 1.14 1.15 1.01 0.88 0.95 0.65
ZKSCANA4 Fab-ZKSCAN4-203.0 1.37 1.20 1.14 0.97 1.15 0.97
ZKSCANS Fab-ZKSCAN5-204.0 1.09 1.45 1.42 1.01 1.41 0.89
ZKSCANS Fab-ZKSCAN5-204.1 1.16 0.89 1.05 0.75 1.02 0.77
ZKSCANS Fab-ZKSCAN5-204.2 0.94 1.07 1.04 0.48 0.72 0.46
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZKSCANS Fab-ZKSCAN5-204.3 1.35 1.43 1.71 0.90 1.17 0.73
ZKSCANS Fab-ZKSCAN5-204.4 1.28 1.45 1.49 1.05 1.09 0.64
ZNF132 Fab-ZNF132-205.0 0.97 0.95 0.86 0.67 0.76 0.91
ZNF132 Fab-ZNF132-205.1 1.03 0.98 0.90 0.76 0.81 0.86
ZNF132 Fab-ZNF132-205.2 0.99 0.90 0.86 0.64 0.69 0.84
ZNF165 Fab-ZNF165-206.0 1.15 1.04 1.05 1.00 0.94 0.77
ZNF165 Fab-ZNF165-206.1 1.08 0.72 0.78 0.34 0.86 0.80
ZNF165 Fab-ZNF165-206.2 1.14 0.96 1.04 0.94 1.00 0.84
ZNF167 Fab-ZNF167-207.0 1.23 1.22 1.14 0.96 1.09 0.83
ZNF167 Fab-ZNF167-207.1 1.07 1.16 1.07 0.86 1.01 0.84
ZNF167 Fab-ZNF167-207.2 1.31 1.14 1.10 0.91 1.09 0.86
ZNF167 Fab-ZNF167-207.3 3.38 1.05 1.06 0.94 1.12 0.85
ZNF167 Fab-ZNF167-207.4 1.13 1.10 1.12 0.97 0.82 1.02
ZNF174 Fab-ZNF174-208.0 1.12 1.21 1.12 0.99 0.95 0.93
ZNF174 Fab-ZNF174-208.1 1.08 1.11 1.00 0.80 1.01 0.78
ZNF174 Fab-ZNF174-208.2 1.12 1.13 1.05 0.95 1.09 0.95
ZNF174 Fab-ZNF174-208.3 1.19 0.98 1.06 0.90 1.79 0.74
ZNF174 Fab-ZNF174-208.4 1.26 1.12 1.03 0.81 1.01 0.66
ZNF174 Fab-ZNF174-208.5 1.06 1.10 1.05 0.75 1.29 0.68
ZNF18 Fab-ZNF18-209.0 1.13 0.86 0.91 0.40 0.98 0.61
ZNF192 Fab-ZNF192-210.0 1.20 1.19 1.12 0.95 0.91 0.81
ZNF192 Fab-ZNF192-210.1 1.14 1.09 1.07 0.83 0.74 0.92
ZNF197 Fab-ZNF197-211.0 1.20 1.21 1.13 1.00 1.08 0.99
ZNF197 Fab-ZNF197-211.1 1.20 1.12 1.06 0.92 0.93 0.78
ZNF197 Fab-ZNF197-211.2 1.23 1.13 1.05 0.79 1.19 0.81
ZNF197 Fab-ZNF197-211.3 1.12 1.19 1.33 0.83 1.08 0.76
ZNF197 Fab-ZNF197-211.4 1.29 1.25 1.20 0.98 1.17 0.73
ZNF213 Fab-ZNF213-212.0 1.45 0.97 1.05 0.82 1.01 0.86
ZNF213 Fab-ZNF213-212.1 1.28 0.95 0.97 0.85 0.91 0.91
ZNF213 Fab-ZNF213-212.2 1.20 1.04 0.96 0.89 0.95 0.71
ZNF213 Fab-ZNF213-212.3 1.24 1.17 1.13 1.05 1.09 0.62
ZNF213 Fab-ZNF213-212.4 1.03 1.23 1.13 0.73 0.94 0.73
ZNF213 Fab-ZNF213-212.5 1.51 1.22 1.20 0.79 1.34 0.68
ZNF213 Fab-ZNF213-212.6 1.19 1.19 0.99 0.76 0.95 0.59
ZNF217 Fab-ZNF217-213.0 1.16 1.43 1.24 1.05 1.13 0.94
ZNF217 Fab-ZNF217-213.1 1.04 1.10 1.08 1.03 1.05 0.99
ZNF217 Fab-ZNF217-213.2 0.99 0.99 0.93 0.69 0.89 0.82
ZNF22 Fab-ZNF22-214.0 1.01 0.99 1.00 0.82 0.81 0.75
ZNF22 Fab-ZNF22-214.1 1.26 1.21 1.08 0.90 0.96 0.78
ZNF22 Fab-ZNF22-214.2 1.14 0.91 0.98 0.63 0.85 0.82
ZNF22 Fab-ZNF22-214.3 1.06 1.44 1.18 1.03 0.96 0.88
ZNF224 Fab-ZNF224-215.0 1.27 1.43 1.15 1.03 1.07 0.86
ZNF224 Fab-ZNF224-215.1 1.30 1.13 1.17 1.05 1.17 0.89
ZNF224 Fab-ZNF224-215.2 1.51 1.56 1.51 1.28 1.52 0.97
ZNF224 Fab-ZNF224-215.3 1.15 1.10 1.08 0.88 1.02 0.91
ZNF224 Fab-ZNF224-215.4 1.13 1.25 1.15 0.91 1.04 0.73
ZNF227 Fab-ZNF227-216.0 1.12 1.06 1.06 0.84 0.97 0.91
ZNF227 Fab-ZNF227-216.1 0.87 0.92 0.82 0.59 0.78 0.84
ZNF227 Fab-ZNF227-216.2 1.11 1.10 1.09 0.88 0.97 0.63
ZNF229 Fab-ZNF229-217.0 0.99 1.10 1.10 0.87 1.08 0.75
ZNF23 Fab-ZNF23-218.0 1.23 1.03 1.22 0.79 1.04 0.93
ZNF232 Fab-ZNF232-219.0 1.35 2.05 1.21 1.20 1.16 0.89
ZNF232 Fab-ZNF232-219.1 1.51 1.38 1.06 1.04 1.11 1.04
ZNF232 Fab-ZNF232-219.2 1.24 1.13 1.06 0.90 1.50 0.85
ZNF232 Fab-ZNF232-219.3 1.50 1.24 1.27 0.83 1.29 0.66
ZNF232 Fab-ZNF232-219.4 1.55 1.22 1.46 0.91 1.14 0.74
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZNF287 Fab-ZNF287-220.0 1.06 1.03 0.88 0.76 0.90 0.79
ZNF295 Fab-ZNF295-221.0 1.46 1.29 1.30 1.12 1.09 0.88
ZNF295 Fab-ZNF295-221.1 1.22 1.13 1.17 0.93 1.05 0.95
ZNF295 Fab-ZNF295-221.2 1.02 0.91 0.95 0.73 0.82 0.66
ZNF296 Fab-ZNF296-222.0 1.23 1.58 1.49 1.08 1.12 0.72
ZNF343 Fab-ZNF343-223.0 1.14 1.00 1.06 0.91 0.93 0.70
ZNF343 Fab-ZNF343-223.1 1.17 1.06 1.12 1.00 0.94 0.69
ZNF343 Fab-ZNF343 (HOXD117?)-224.0 1.21 1.14 1.23 1.06 1.09 0.73
ZNF343 Fab-ZNF343 (ZNF319?)-225.0 1.12 0.93 0.96 0.83 0.79 0.62
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.0 1.20 1.04 1.34 0.92 1.11 0.61
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 1.22 0.97 1.14 0.81 0.96 0.72
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.2 1.06 0.98 0.97 0.68 0.94 0.67
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.3 1.26 1.09 1.11 0.91 1.01 0.56
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.4 1.15 1.04 0.96 0.87 1.01 0.72
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.5 1.15 1.27 1.19 0.86 1.12 0.65
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.6 1.04 1.05 1.10 0.67 0.98 0.68
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.7 1.24 1.02 0.94 0.68 0.93 0.66
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.8 1.28 1.01 1.11 0.82 1.00 0.71
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.9 1.28 0.98 1.05 0.69 1.01 0.58
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 0.98 1.12 1.41 0.78 1.13 0.48
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 1.06 1.05 1.16 0.77 0.90 0.32
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 0.97 0.99 1.06 0.70 0.93 0.49
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 1.08 1.06 1.22 0.88 0.99 0.71
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 1.14 1.24 1.33 1.20 1.15 1.13
ZNF394 Fab-ZNF394 (ZKSCAN14)-226.1 1.21 1.09 1.05 0.84 1.09 0.59
ZNF397 Fab-ZNF397-227.0 1.13 1.11 1.08 0.92 1.07 0.85
ZNF397 Fab-ZNF397-227.1 1.59 1.06 1.22 0.74 0.96 0.55
ZNF397 Fab-ZNF397-227.2 1.80 1.04 2.23 0.89 1.11 0.63
ZNF397 Fab-ZNF397-227.3 2.71 1.11 1.50 1.02 1.39 0.82
ZNF397 Fab-ZNF397-227.4 1.15 1.20 1.32 1.11 0.98 0.82
ZNF397 Fab-ZNF397-227.5 1.03 0.93 0.88 0.66 0.85 0.54
ZNF397 Fab-ZNF397-227.6 1.23 2.03 1.71 1.13 1.16 0.74
ZNF397 Fab-ZNF397-227.7 1.14 1.28 1.17 1.02 0.86 0.55
ZNF397 Fab-ZNF397-227.8 1.23 1.20 1.31 1.07 0.88 0.59
ZNF397 Fab-ZNF397-227.9 1.09 1.27 1.45 0.98 0.91 0.46
ZNF397 Fab-ZNF397-227.10 1.17 1.79 1.83 1.30 0.95 0.67
ZNF41 Fab-ZNF41-228.0 1.09 1.18 1.11 0.94 0.87 0.88
ZNF41 Fab-ZNF41-228.1 1.06 0.97 0.97 0.79 0.91 0.95
ZNF41 Fab-ZNF41-228.2 1.08 1.03 1.00 0.87 0.92 0.99
ZNF423 Fab-ZNF423-229.0 1.57 1.05 1.09 0.76 1.25 0.68
ZNF423 Fab-ZNF423-229.1 1.27 1.23 1.12 0.87 1.10 0.83
ZNF446 Fab-ZNF446-230.0 1.37 1.13 1.15 0.88 0.78 0.88
ZNF446 Fab-ZNF446-230.1 1.19 1.75 1.54 1.46 1.25 1.00
ZNF449 Fab-ZNF449-231.0 1.03 1.09 1.00 0.85 0.91 0.51
ZNF449 Fab-ZNF449-231.1 1.27 1.07 1.01 0.91 0.79 0.69
ZNF449 Fab-ZNF449-231.2 1.37 1.15 1.11 0.90 1.10 0.73
ZNF449 Fab-ZNF449-231.3 1.15 1.37 1.34 1.07 1.19 0.87
ZNF449 Fab-ZNF449-231.4 1.16 1.12 1.16 1.03 1.13 0.98
ZNF483 Fab-ZNF483-232.0 1.54 1.32 1.16 0.95 0.94 0.87
ZNF483 Fab-ZNF483-232.1 1.22 1.21 1.09 0.86 0.95 0.71
ZNF483 Fab-ZNF483-232.2 1.16 1.40 1.24 1.05 1.22 0.96
ZNF483 Fab-ZNF483-232.3 1.18 1.01 0.92 0.73 0.82 0.79
ZNF483 Fab-ZNF483-232.4 1.14 1.13 1.00 0.95 1.25 0.84
ZNF483 Fab-ZNF483-232.5 1.25 1.24 1.08 0.96 1.30 0.65
ZNF483 Fab-ZNF483-232.6 1.34 1.15 1.24 1.10 1.20 0.91
ZNF483 Fab-ZNF483-232.7 1.04 1.36 1.13 1.04 1.02 0.53
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZNFA483 Fab-ZNF483-232.8 1.08 1.10 1.03 1.02 1.14 0.97
ZNF485 Fab-ZNF485-233.0 1.28 1.11 1.11 0.89 1.64 0.94
ZNF485 Fab-ZNF485-233.1 1.14 1.11 1.19 0.92 0.94 0.97
ZNF485 Fab-ZNF485-233.2 1.21 1.11 1.12 0.79 1.01 0.94
ZNF485 Fab-ZNF485-233.3 1.68 1.07 1.20 0.99 1.09 1.17
ZNF485 Fab-ZNF485-233.4 1.33 1.20 1.16 0.89 1.12 0.57
ZNF496 Fab-ZNF496-234.0 1.36 1.05 1.30 1.08 1.00 0.82
ZNF496 Fab-ZNF496-234.1 1.22 1.13 1.28 1.03 1.12 0.66
ZNF496 Fab-ZNF496-234.2 1.24 1.13 1.05 1.08 1.05 0.66
ZNF496 Fab-ZNF496-234.3 1.14 1.07 1.09 0.97 0.95 0.65
ZNF496 Fab-ZNF496-234.4 1.29 1.18 1.25 0.99 1.04 0.67
ZNF500 Fab-ZNF500-235.0 1.47 1.39 1.14 0.92 0.94 0.81
ZNF500 Fab-ZNF500-235.1 1.47 1.28 1.02 1.00 0.91 0.78
ZNF500 Fab-ZNF500-235.2 1.18 1.22 1.29 0.97 1.29 0.92
ZNF500 Fab-ZNF500-235.3 1.11 1.07 1.15 1.02 1.06 0.81
ZNF500 Fab-ZNF500-235.4 1.14 1.39 1.11 0.80 1.05 0.72
ZNF500 Fab-ZNF500-235.5 1.42 1.47 1.25 0.90 1.20 0.76
ZNF500 Fab-ZNF500-235.6 1.08 1.24 1.11 0.84 0.93 0.81
ZNF512 Fab-ZNF512-236.0 0.93 1.07 1.10 0.79 1.12 0.86
ZNF512 Fab-ZNF512-236.1 0.98 0.98 0.94 0.65 0.92 0.87
ZNF512B Fab-ZNF512B-237.0 1.14 1.05 1.14 0.96 1.07 0.67
ZNF516 Fab-ZNF516-238.0 1.06 1.20 1.03 1.16 1.13 0.77
ZNF521 Fab-ZNF521-239.0 0.84 0.89 0.84 0.61 0.85 0.89
ZNF536 Fab-ZNF536-240.0 0.92 0.96 0.89 0.66 0.81 0.79
ZNF564 Fab-ZNF564-241.0 0.92 1.00 0.87 0.70 0.79 0.54
ZNF566 Fab-ZNF566-242.0 1.26 1.12 1.16 1.10 1.18 1.01
ZNF57 Fab-ZNF57-243.0 1.07 1.43 1.15 0.99 0.99 0.95
ZNF583 Fab-ZNF583-244.0 1.20 1.16 1.15 1.06 1.01 0.93
ZNF583 Fab-ZNF583-244.1 1.01 1.00 0.82 0.79 0.81 0.96
ZNF625 Fab-ZNF625-245.0 1.01 0.90 0.78 0.66 0.65 0.89
ZNF642 Fab-ZNF642-246.0 1.36 1.39 1.79 1.03 1.64 1.06
ZNF642 Fab-ZNF642-246.1 1.19 1.27 1.29 0.96 1.27 0.73
ZNF642 Fab-ZNF642-246.2 1.44 1.33 1.21 0.89 1.16 0.80
ZNF642 Fab-ZNF642-246.3 1.55 1.43 1.29 0.88 1.18 0.68
ZNF687 Fab-ZNF687-247.0 0.99 1.03 0.93 0.73 0.92 0.85
ZNF687 Fab-ZNF687-247.1 0.99 1.03 0.98 0.78 0.95 0.90
ZNF687 Fab-ZNF687-247.2 0.95 0.95 0.91 0.66 0.88 0.85
ZNF699 Fab-ZNF699-248.0 1.31 1.33 1.38 1.02 1.21 0.82
ZNF699 Fab-ZNF699-248.1 1.41 1.11 0.96 0.79 1.09 0.72
ZNF70 Fab-ZNF70-249.0 1.37 1.02 1.03 0.65 1.02 0.71
ZNF76 Fab-ZNF76-250.0 0.91 1.04 1.02 0.77 1.03 0.81
ZNF76 Fab-ZNF76-250.1 0.93 0.97 0.89 0.68 0.89 0.86
ZNF800 Fab-ZNF800-251.0 0.99 1.04 0.97 0.82 1.01 0.97
ZNF83 Fab-ZNF83-252.0 1.01 1.06 1.02 0.90 1.00 0.94
ZSCAN12 Fab-ZSCAN12-253.0 1.17 1.16 1.23 0.93 1.12 0.62
ZSCAN12 Fab-ZSCAN12-253.1 1.17 1.08 1.07 0.91 1.05 0.73
ZSCAN12 Fab-ZSCAN12-253.2 1.09 1.02 1.01 0.87 0.99 0.54
ZSCAN12 Fab-ZSCAN12-253.3 1.01 0.82 0.96 0.68 0.84 0.72
ZSCAN12 Fab-ZSCAN12-253.4 1.23 1.03 1.05 0.92 1.08 0.82
ZSCAN12 Fab-ZSCAN12-253.5 1.20 1.16 1.25 0.79 1.09 0.50
ZSCAN12 Fab-ZSCAN12-253.6 1.05 0.98 0.95 0.70 0.89 0.42
ZSCAN12 Fab-ZSCAN12-253.7 1.64 1.38 1.67 1.21 1.42 0.90
ZSCAN12 Fab-ZSCAN12-253.8 1.16 1.16 1.21 0.91 1.01 0.66
ZSCAN12 Fab-ZSCAN12-253.9 1.07 1.06 0.91 0.76 0.96 0.68
ZSCAN12 Fab-ZSCAN12-253.10 1.23 1.20 1.13 0.87 1.03 0.74
ZSCAN12 Fab-ZSCAN12-253.11 1.48 1.33 1.09 0.89 1.06 0.67
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZSCAN12 Fab-ZSCAN12-253.12 1.55 1.14 1.40 0.84 0.95 0.90
ZSCAN12 Fab-ZSCAN12-253.13 1.23 1.45 1.78 0.95 1.19 0.81
ZSCAN18 Fab-ZSCAN18-254.0 1.39 1.40 1.37 0.94 1.12 0.76
ZSCAN20 Fab-ZSCAN20-255.0 1.10 0.97 1.04 0.89 0.95 0.52
ZSCAN20 Fab-ZSCAN20-255.1 1.08 0.95 1.04 0.79 0.99 0.42
ZSCAN20 Fab-ZSCAN20-255.2 1.15 1.07 1.20 0.86 1.00 0.61
ZSCAN20 Fab-ZSCAN20-255.3 1.20 1.17 1.21 1.04 1.24 0.64
ZSCAN20 Fab-ZSCAN20-255.4 0.90 0.93 1.04 0.81 0.91 0.54
ZSCAN20 Fab-ZSCAN20-255.5 1.11 1.00 1.22 0.75 0.97 0.43
ZSCAN20 Fab-ZSCAN20-255.6 1.01 1.05 0.94 0.64 0.96 0.54
ZSCAN20 Fab-ZSCAN20-255.7 1.12 1.20 1.16 1.02 1.08 0.55
ZSCAN20 Fab-ZSCAN20-255.8 1.59 1.55 2.42 1.40 1.70 1.15
ZSCAN20 Fab-ZSCAN20-255.9 1.17 0.99 1.09 0.95 0.83 0.65
ZSCAN22 Fab-ZSCAN22-256.0 1.86 1.27 1.08 0.94 0.89 0.74
ZSCAN22 Fab-ZSCAN22-256.1 1.12 1.64 0.93 0.80 1.29 0.88
ZSCAN22 Fab-ZSCAN22-256.2 1.39 1.06 0.87 0.77 1.12 0.84
ZSCAN22 Fab-ZSCAN22-256.3 0.99 1.07 0.97 0.68 1.60 0.76
ZSCAN22 Fab-ZSCAN22-256.4 0.97 1.09 0.91 0.49 1.47 0.75
ZSCAN23 Fab-ZSCAN23-257.0 1.38 1.44 1.15 0.97 1.10 0.77
ZSCAN23 Fab-ZSCAN23-257.1 1.21 1.17 1.13 0.97 1.07 0.77
ZSCAN23 Fab-ZSCAN23-257.2 1.21 1.07 1.01 0.79 0.84 0.91
ZSCAN23 Fab-ZSCAN23-257.3 1.17 1.01 0.94 0.79 0.88 0.79
ZSCAN23 Fab-ZSCAN23-257.4 1.14 1.30 1.33 1.11 1.29 0.94
ZSCAN25 Fab-ZSCAN25-258.0 1.07 1.12 1.21 0.87 0.95 0.72
ZSCAN25 Fab-ZSCAN25-258.1 1.85 1.23 1.03 0.92 0.95 0.76
ZSCAN25 Fab-ZSCAN25-258.2 1.22 1.25 1.19 1.00 0.96 0.90
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.0 0.96 0.98 0.98 0.80 0.92 0.53
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.1 1.17 0.88 1.09 0.63 1.09 0.54
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.2 1.03 1.07 1.22 0.83 1.11 0.63
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.3 1.14 1.17 1.64 0.87 1.17 0.46
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.4 1.16 1.10 1.65 0.79 1.02 0.62
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.5 1.05 0.93 1.17 0.73 0.88 0.50
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.6 0.98 0.97 0.88 0.74 0.90 0.54
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.7 1.38 1.12 1.28 0.82 1.11 0.72
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.8 1.42 1.09 1.33 0.68 1.13 0.63
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.9 1.27 0.92 0.91 0.71 0.78 0.45
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.10 1.28 0.93 1.50 0.51 0.91 0.60
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.11 1.30 1.04 1.04 0.83 0.94 0.67
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.12 1.21 1.11 1.13 0.98 0.95 0.56
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.13 1.20 1.02 1.01 0.84 0.89 0.54
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.14 1.51 1.31 1.18 1.03 1.06 0.92
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.15 1.13 0.86 1.35 0.91 1.01 0.90
ZSCAN26 (ZNF187) Fab-ZSCAN26 (ZNF187)-259.16 1.21 1.56 1.50 0.98 1.17 0.83
ZSCAN29 Fab-ZSCAN29-260.0 1.86 1.34 1.34 1.01 1.24 0.94
ZSCAN29 Fab-ZSCAN29-260.1 2.88 1.46 0.84 0.77 0.89 0.61
ZSCAN29 Fab-ZSCAN29-260.2 1.12 1.34 1.13 0.91 1.00 0.92
ZSCAN30 Fab-ZSCAN30-261.0 1.01 1.05 1.00 0.74 0.97 0.62
ZSCAN30 Fab-ZSCAN30-261.1 1.99 1.04 1.26 0.67 0.89 0.51
ZSCAN30 Fab-ZSCAN30-261.2 1.24 1.22 1.10 0.82 0.87 0.65
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.0 1.20 1.06 1.86 0.68 1.08 0.74
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.1 1.32 1.11 1.39 0.88 1.05 0.70
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.2 1.41 1.40 1.39 0.88 1.18 0.60
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.3 1.48 1.38 1.54 0.85 1.24 0.54
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.4 1.46 1.16 1.61 0.66 1.26 0.67
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.5 1.27 1.33 1.22 1.06 1.02 0.67
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.6 1.36 1.69 1.77 1.09 1.20 0.92
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZSCAN31 (ZNF323) Fab-ZSCAN31 (ZNF323)-262.7 1.23 1.02 1.26 0.69 0.88 0.70
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.0 1.09 0.98 1.29 0.95 1.30 0.67
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.1 1.03 0.91 1.12 0.68 0.83 0.53
ZSCANSA (ZNF495) Fab-ZSCAN5A (ZNF495)-263.2 1.32 1.02 1.05 0.75 1.02 0.61
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.3 1.07 1.00 1.00 0.70 1.09 0.65
ZSCANS5A (ZNF495) Fab-ZSCANS5A (ZNF495)-263.4 1.10 0.96 0.96 0.79 0.96 0.66
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.5 0.94 0.99 1.09 0.37 1.05 0.48
ZSCANSA (ZNF495) Fab-ZSCAN5A (ZNF495)-263.6 1.14 0.91 1.00 0.76 0.99 0.49
ZSCANSA (ZNF495) Fab-ZSCANSA (ZNF495)-263.7 1.42 1.14 1.59 0.78 1.03 0.44
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.8 0.92 1.06 1.24 0.76 1.05 0.75
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.9 1.79 1.14 1.10 0.77 1.00 0.48
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.10 1.49 0.99 1.22 0.76 0.99 0.31
ZSCANSA (ZNF495) Fab-ZSCANSA (ZNF495)-263.11 1.11 1.35 1.69 0.94 1.21 0.63
ZSCANS5A (ZNF495) Fab-ZSCANS5A (ZNF495)-263.12 1.19 1.19 1.38 0.77 1.19 0.70
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.13 1.07 1.12 1.66 0.84 1.17 0.56
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.14] 3.37 0.97 1.06 0.68 0.83 0.43
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.15 1.36 1.07 1.52 0.66 1.01 0.32
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.16 3.21 1.12 1.20 0.69 0.92 0.54
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.17 0.86 1.03 1.42 0.72 0.91 0.25
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.18 1.30 1.14 1.26 0.71 0.95 0.38
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.19 2.24 0.97 0.99 0.63 0.92 0.31
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.20 1.93 1.12 1.29 0.81 1.01 0.46
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.21 1.20 1.05 1.09 0.94 0.92 0.46
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.22 1.12 1.02 1.07 0.91 0.87 0.54
ZSCANS5A (ZNF495) Fab-ZSCAN5A (ZNF495)-263.23 0.98 0.90 1.01 0.93 1.02 0.79
ZSCANSA (ZNF495) Fab-ZSCANS5A (ZNF495)-263.24 1.01 1.41 1.26 0.93 0.94 0.48
ZSCAN5B Fab-ZSCAN5B-264.0 1.27 1.05 1.13 0.70 1.00 0.60
ZSCANS5B Fab-ZSCAN5B-264.1 0.99 1.02 1.07 0.80 0.94 0.56
ZSCANS5B Fab-ZSCAN5B-264.2 1.11 0.92 1.25 0.64 0.90 0.39
ZSCANS5B Fab-ZSCAN5B-264.3 1.67 1.08 1.00 0.66 0.95 0.58
ZSCANS5B Fab-ZSCAN5B-264.4 2.32 0.97 1.05 0.65 0.87 0.40
ZSCANS5B Fab-ZSCAN5B-264.5 1.13 1.08 1.13 1.06 1.08 0.78
ZSCANSB Fab-ZSCAN5B-264.6 1.14 0.95 0.92 0.85 0.80 0.83
ZSCAN5B Fab-ZSCAN5B-264.7 1.36 1.18 1.15 1.02 1.04 0.84
ZSCANSB Fab-ZSCAN5B-264.8 1.13 1.03 1.06 1.02 1.03 0.75
ZSCANS5B Fab-ZSCAN5B-264.9 1.09 1.02 0.97 0.90 0.93 0.72
ZSCANS5B Fab-ZSCAN5B-264.10 1.10 1.00 0.98 0.85 0.98 0.55
ZSCANS5B Fab-ZSCAN5B-264.11 1.22 1.07 1.15 0.90 0.95 0.49
ZSCANSB Fab-ZSCAN5B-264.12 1.25 1.07 1.20 0.90 1.00 0.72
ZSCANS5B Fab-ZSCAN5B-264.13 1.25 1.17 1.11 0.98 1.00 0.55
ZSCANS5B Fab-ZSCAN5B-264.14 1.24 1.12 1.23 0.83 1.04 0.69
ZSCANS5B Fab-ZSCAN5B-264.15 1.25 1.16 1.24 1.05 1.04 0.62
ZSCANSB Fab-ZSCAN5B-264.16 1.21 0.97 1.21 0.96 0.97 0.73
ZSCANS5B Fab-ZSCAN5B-264.17 1.21 1.03 1.24 0.90 0.96 0.66
ZSCAN5B Fab-ZSCAN5B-264.18 1.11 1.05 1.03 0.95 1.06 0.99
ZSCANS5B Fab-ZSCAN5B-264.19 1.44 1.15 1.16 0.90 1.02 0.46
ZSCANSC Fab-ZSCAN5C-265.0 0.99 1.04 1.03 0.75 0.97 0.45
ZSCANSC Fab-ZSCAN5C-265.1 1.07 1.05 1.12 0.76 0.97 0.66
ZSCANS5C Fab-ZSCANS5C-265.2 1.02 0.95 1.09 0.74 0.92 0.52
ZSCANSC Fab-ZSCAN5C-265.3 0.76 0.82 1.12 0.61 1.01 0.51
ZSCANSC Fab-ZSCAN5C-265.4 1.09 0.95 1.11 0.83 1.01 0.71
ZSCANSC Fab-ZSCAN5C-265.5 1.22 1.10 1.07 1.02 0.94 0.80
ZSCANS5C Fab-ZSCAN5C-265.6 1.43 1.05 0.86 0.96 1.03 0.74
ZSCANSC Fab-ZSCAN5C-265.7 1.27 1.14 1.15 1.07 1.06 0.76
ZSCANSC Fab-ZSCAN5C-265.8 1.25 1.21 0.60 1.00 1.05 0.75
ZSCANSC Fab-ZSCANS5C-265.9 1.24 1.16 1.10 1.05 1.09 0.78
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293T A2780 A2780cis JHOC9 HepG2 HPAF-II
Gene Fab ID Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto | Nuc/Cyto
ZSCANSC Fab-ZSCAN5C-265.10 1.10 0.95 1.00 0.94 0.89 0.69
ZSCANSC Fab-ZSCAN5C-265.11 1.20 1.10 0.68 0.87 0.96 0.60
ZSCANS5C Fab-ZSCAN5C-265.12 1.25 1.06 1.04 0.95 0.95 0.54
ZSCANSC Fab-ZSCAN5C-265.13 1.34 1.38 1.47 1.02 0.95 0.66
ZSCANSC Fab-ZSCAN5C-265.14 1.19 0.98 1.02 0.89 0.77 0.53
ZSCANSC Fab-ZSCAN5C-265.15 1.31 1.04 1.12 0.87 0.80 0.57
ZSCANSC Fab-ZSCAN5C-265.16 1.19 1.13 1.35 1.00 0.96 0.47
ZSCANSC Fab-ZSCAN5C-265.17 1.08 0.95 0.99 0.83 0.82 0.57
ZSCAN9 Fab-ZSCAN9-266.0 2.41 2.72 2.58 1.99 1.54 1.20
ZSCAN9 Fab-ZSCAN9-266.1 2.86 2.81 2.88 2.08 1.62 1.05
ZSCAN9 (ZNF193) Fab-ZSCAN9 (ZNF193)-267.0 0.93 1.11 1.07 0.81 0.98 0.85
ZXDA Fab-ZXDA-268.0 1.04 1.28 1.00 1.03 1.06 0.98
ZXDA Fab-ZXDA-268.1 1.01 0.99 0.90 0.66 0.96 0.91
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Table Sl 4: Fabs (n=670)that passed primary (Competition ELISA and Sequence Unique) and secondary validation (Spiked-IP) that have been prepared for distribution. Were IF
was conducted staining location was shown for each of the 6 human cell lines screened (NT= Not currently tested by IF).

HGCN Fab name Primary validation | Secondary validation | JHOC9 _IF A293T_IF a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF
ANAPC2 anti-ANAPC2-RAB-C75 PASS PASS cyto cyto cyto cyto cyto cyto
ANAPC2 anti-ANAPC2-RAB-C76 PASS PASS cyto cyto cyto cyto cyto cyto
ANAPC2 anti-ANAPC2-RAB-C77 PASS PASS cyto nuc cyto cyto cyto cyto
ANKZF1 anti-ANKZF1-RAB-C54 PASS PASS cyto NT cyto cyto cyto cyto
ANKZF1 anti-ANKZF 1-RAB-C55 PASS PASS cyto NT cyto nuc cyto cyto
ANKZF1 anti-ANKZF 1-RAB-C56 PASS PASS cyto NT cyto cyto cyto cyto
ANKZF1 anti-ANKZF1-RAB-C57 PASS PASS cyto cyto cyto cyto nuc cyto
ANKZF1 anti-ANKZF1-RAB-C58 PASS PASS cyto NT cyto cyto cyto cyto
ARID3A anti-ARID3A-RAB-T4 PASS PASS nuc cyto cyto cyto cyto cyto
ARID3A anti-ARID3A-RAB-T5 PASS PASS nuc cyto cyto cyto cyto cyto
ARID3A anti-ARID3A-RAB-T6 PASS PASS nuc cyto misc misc cyto cyto
ARID4B anti-ARID4B-RAB-C258 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C64 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C65 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C66 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C67 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C68 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C69 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF1B-RAB-C259 PASS PASS NT NT NT NT NT NT

ASF1B anti-ASF 1B-RAB-C260 PASS PASS NT NT NT NT NT NT

ATAD2 anti-ATAD2-RAB-C261 PASS PASS NT NT NT NT NT NT
ATAD2B anti-ATAD2B-RAB-C262 PASS PASS NT NT NT NT NT NT

BAZ1B anti-BAZ1B-RAB-C263 PASS PASS NT NT NT NT NT NT

BAZ1B anti-BAZ1B-RAB-C264 PASS PASS NT NT NT NT NT NT

BAZ1B anti-BAZ1B-RAB-C265 PASS PASS NT NT NT NT NT NT

BAZ2B anti-BAZ2B-RAB-C266 PASS PASS NT NT NT NT NT NT

BPTF anti-BPTF-RAB-C267 PASS PASS NT NT NT NT NT NT

BPTF anti-BPTF-RAB-C268 PASS PASS NT NT NT NT NT NT

BPTF anti-BPTF-RAB-C269 PASS PASS NT NT NT NT NT NT

BRD1 anti-BRD1-RAB-C234 PASS PASS NT NT NT NT NT NT

BRD1 anti-BRD1-RAB-C235 PASS PASS NT NT NT NT NT NT

BRD1 anti-BRD1-RAB-C236 PASS PASS NT NT NT NT NT NT

BRD1 anti-BRD1-RAB-C237 PASS PASS NT NT NT NT NT NT

BRD2 anti-BRD2-RAB-C270 PASS PASS NT NT NT NT NT NT

BRD2 anti-BRD2-RAB-C271 PASS PASS NT NT NT NT NT NT

BRD2 anti-BRD2-RAB-C272 PASS PASS NT NT NT NT NT NT

BRD2 anti-BRD2-RAB-C273 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C278 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C279 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C280 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C274 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C275 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C276 PASS PASS NT NT NT NT NT NT

BRD3 anti-BRD3-RAB-C277 PASS PASS NT NT NT NT NT NT

BRD4 anti-BRD4-RAB-C281 PASS PASS cyto cyto cyto cyto cyto nuc

BRD4 anti-BRD4-RAB-C131 PASS PASS nuc cyto nuc cyto cyto cyto

BRD7 anti-BRD7-RAB-C282 PASS PASS NT NT NT NT NT NT

BRD7 anti-BRD7-RAB-C283 PASS PASS NT NT NT NT NT NT

C140rf169 anti-C140RF169-RAB-C351 PASS PASS NT NT NT NT NT NT
C140rf169 anti-C140RF169-RAB-C349 PASS PASS NT NT NT NT NT NT
C140rf169 anti-C140RF169-RAB-C350 PASS PASS NT NT NT NT NT NT

CBX1 anti-CBX1-RAB-C100 PASS PASS misc cyto cyto/nuc cyto cyto cyto

CBX1 anti-CBX1-RAB-C101 PASS PASS nuc cyto nuc cyto cyto cyto

CBX1 anti-CBX1-RAB-C102 PASS PASS cyto cyto cyto cyto cyto cyto

CBX1 anti-CBX1-RAB-C103 PASS PASS cyto cyto cyto cyto cyto cyto

CBX1 anti-CBX1-RAB-C145 PASS PASS nuc nuc nuc cyto nuc nuc

CBX2 anti-CBX2-RAB-C238 PASS PASS cyto cyto cyto cyto cyto cyto

CBX2 anti-CBX2-RAB-C239 PASS PASS cyto cyto cyto cyto cyto cyto

CBX3 anti-CBX3-RAB-C132 PASS PASS NT NT NT NT NT NT

CBX4 anti-CBX4-RAB-C284 PASS PASS NT NT NT NT NT NT

CBX4 anti-CBX4-RAB-C285 PASS PASS NT NT NT NT NT NT

CBX4 anti-CBX4-RAB-C286 PASS PASS NT NT NT NT NT NT

CBX4 anti-CBX4-RAB-C287 PASS PASS NT NT NT NT NT NT

CBX5 anti-CBX5-RAB-C288 PASS PASS NT NT NT NT NT NT

CBX5 anti-CBX5-RAB-C289 PASS PASS NT NT NT NT NT NT

CBX5 anti-CBX5-RAB-C290 PASS PASS NT NT NT NT NT NT

CBX5 anti-CBX5-RAB-C133 PASS PASS NT NT NT NT NT NT

CBX8 anti-CBX8-RAB-C291 PASS PASS NT NT NT NT NT NT

CDC73 anti-CDC5L-RAB-C146 PASS PASS nuc nuc nuc nuc nuc cyto
CDC73 anti-CDC5L-RAB-C147 PASS PASS nuc nuc nuc nuc nuc nuc
CDC73 anti-CDC5L-RAB-C148 PASS PASS nuc nuc nuc nuc nuc nuc
CDC73 anti-CDC5L-RAB-C149 PASS PASS nuc nuc nuc cyto nuc cyto
CDYL anti-CDYL-RAB-C292 PASS PASS NT NT NT NT NT NT
CECR2 anti-CECR2-RAB-C293 PASS PASS NT NT NT NT NT NT
CECR2 anti-CECR2-RAB-C294 PASS PASS NT NT NT NT NT NT
CHD1 anti-CHD1-RAB-C295 PASS PASS NT NT NT NT NT NT
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anti-CHD1-RAB-C296
anti-CHD1-RAB-C297
anti-CHD1-RAB-C298
anti-CHD1-RAB-C299
anti-CHD1-RAB-C300
anti-CHD2-RAB-C301
anti-CHD2-RAB-C302
anti-CHD3-RAB-C303
anti-CHD3-RAB-C304
anti-CHD4-RAB-C305
anti-CHD4-RAB-C306
anti-CHD4-RAB-C307
anti-CHD4-RAB-C308
anti-CHD4-RAB-C211
anti-CHD4-RAB-C212
anti-CHD7-RAB-C309
anti-CIAO1-RAB-C491
anti-CIAO1-RAB-C492
anti-DNMT1-RAB-C310
anti-DNMT3A-RAB-C311
anti-DOT1L-RAB-C312
anti-EED-RAB-C313
anti-EED-RAB-C314
anti-EED-RAB-C315
anti-EED-RAB-C316
anti-EHMT1-RAB-C317
anti-EP300-RAB-C318
anti-ESRRA-RAB-C31
anti-ESRRA-RAB-C32
anti-ESRRA-RAB-C33
anti-ESRRA-RAB-C34
anti-ESRRA-RAB-C35
anti-ESRRA-RAB-C36
anti-FOXD3-RAB-C99
anti-FOXP1-RAB-S36
anti-FOXP1-RAB-S37
anti-FOXP1-RAB-S38
anti-FOXP4-RAB-S39
anti-FOXP4-RAB-S40
anti-FOXP4-RAB-S41
anti-FOXP4-RAB-S42
anti-FXR2-RAB-C150
anti-FXR2-RAB-C151
anti-FXR2-RAB-C152
anti-FXR2-RAB-C153
anti-FXR2-RAB-C154
anti-GMEB2-RAB-S200
anti-GMEB2-RAB-S201
anti-H1FX-RAB-C497
anti-H1FX-RAB-C498
anti-H1FX-RAB-C499
anti-HACE1-RAB-C319
anti-HDAC4-RAB-C320
anti-HDAC7-RAB-C321
anti-HDGFRP2-RAB-C322
anti-HOXB5-RAB-C240
anti-HOXB5-RAB-C241
anti-HOXB5-RAB-C242
anti-JMJD6-RAB-C166
anti-JMJD6-RAB-C167
anti-JMJD6-RAB-C168
anti-JMJD6-RAB-C169
anti-KkDM2A-RAB-C323
anti-KDM2A-RAB-C324
anti-KkDM4A-RAB-C325
anti-KkDM4A-RAB-C155
anti-KDM4A-RAB-C156
anti-KkDM4A-RAB-C157
anti-KDM4A-RAB-C158
anti-KkDM4A-RAB-C159
anti-KkDM4A-RAB-C160
anti-KDM4A-RAB-C161
anti-KkDM4A-RAB-C162
anti-KDM4A-RAB-C163
anti-KDM4B-RAB-C326
anti-KkDM4D-RAB-C327
anti-KDM5C-RAB-C328
anti-KkDM6B-RAB-C329

PASS
PASS
PASS
PASS
PASS
PASS

PASS
PASS
PASS
PASS
PASS
PASS
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cyto
cyto/nuc
nuc
cyto
cyto

cyto
cyto/nuc
cyto
cyto
cyto
cyto
NT
NT
NT
cyto
cyto/nuc
NT
misc
misc
NT
nuc
nuc
cyto/nuc

cyto/nuc
NT
nuc
cyto
cyto
NT
misc
cyto
NT

nuc
cyto/nuc
cyto
cyto
cyto
cyto
NT
NT
NT
cyto
cyto
NT

cyto
cyto/nuc
cyto
cyto
cyto
cyto
NT
NT
NT
cyto
cyto
NT
cyto
cyto
NT

cyto/nuc
NT
cyto/nuc

cyto
cyto/nuc
cyto
cyto
cyto
cyto
NT
NT
NT
cyto
cyto
NT
cyto
cyto
NT




HGCN Fab name Primary validation| Secondary validation | JHOC9_IF A293T_IF a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF
KDM6B anti-KDM6B-RAB-C330 PASS PASS NT NT NT NT NT NT
KDM8 anti-KDM8-RAB-C331 PASS PASS NT NT NT NT NT NT
L3MBTL1 anti-L3AMBTL1-RAB-C213 PASS PASS cyto cyto cyto cyto cyto cyto
L3MBTL1 anti-L3MBTL1-RAB-C214 PASS PASS cyto cyto cyto cyto cyto cyto
L3MBTL1 anti-L3AMBTL1-RAB-C215 PASS PASS NT NT NT NT NT cyto
L3MBTL2 anti-L3MBTL2-RAB-C225 PASS PASS NT NT NT NT NT NT
L3MBTL2 anti-L3MBTL2-RAB-C226 PASS PASS NT NT NT NT NT NT
L3MBTL2 anti-L3MBTL2-RAB-C227 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C335 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C336 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C333 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C334 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C332 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C337 PASS PASS NT NT NT NT NT NT
L3MBTL3 anti-L3MBTL3-RAB-C338 PASS PASS NT NT NT NT NT NT
L3MBTL4 anti-L3MBTL4-RAB-C74 PASS PASS NT NT NT NT NT NT
L3MBTL4 anti-L3MBTL4-RAB-C339 PASS PASS NT NT NT NT NT NT
MBD4 anti-MBD4-RAB-C139 PASS PASS NT NT NT NT NT NT
MBD4 anti-MBD4-RAB-C73 PASS PASS cyto/nuc nuc cyto cyto cyto nuc
MBTD1 anti-MBTD1-RAB-C343 PASS PASS NT NT NT NT NT NT
MBTD1 anti-MBTD1-RAB-C340 PASS PASS NT NT NT NT NT NT
MBTD1 anti-MBTD1-RAB-C341 PASS PASS NT NT NT NT NT NT
MBTD1 anti-MBTD1-RAB-C342 PASS PASS NT NT NT NT NT NT
MEN1 anti-MEN1-RAB-C345 PASS PASS NT NT NT NT NT NT
MEN1 anti-MEN1-RAB-C344 PASS PASS NT NT NT NT NT NT
MPHOSPH8  anti-MPHOSPH8-RAB-C346 PASS PASS NT NT NT NT NT NT
MSH6 anti-MSH6-RAB-C104 PASS PASS nuc nuc cyto nuc cyto cyto
MSH6 anti-MSH6-RAB-C105 PASS PASS nuc cyto NT nuc cyto cyto
MSH6 anti-MSH6-RAB-C106 PASS PASS nuc nuc nuc nuc nuc nuc
MSH6 anti-MSH6-RAB-C141 PASS PASS nuc nuc nuc nuc nuc nuc
MSH6 anti-MSH6-RAB-C164 PASS PASS nuc nuc nuc nuc nuc cyto/nuc
MTF2 anti-MTF2-RAB-C347 PASS PASS NT NT NT NT NT NT
MTF2 anti-MTF2-RAB-C348 PASS PASS NT NT NT NT NT NT
MZF1 anti-MZF1-RAB-C196 PASS PASS nuc cyto nuc nuc nuc cyto
MZF1 anti-MZF1-RAB-C197 PASS PASS nuc cyto nuc nuc cyto cyto
MZF1 anti-MZF1-RAB-C445 PASS PASS misc misc misc misc cyto cyto
NEDDA4L anti-NEDD4L-RAB-C500 PASS PASS cyto cyto cyto cyto cyto cyto/nuc
NR1D2 anti-NR1D2-RAB-C446 PASS PASS cyto/nuc cyto nuc cyto cyto cyto
NR1D2 anti-NR1D2-RAB-C447 PASS PASS cyto nuc cyto/nuc cyto cyto cyto/nuc
NR6A1 anti-NR6A1-RAB-C494 PASS PASS NT NT NT NT cyto NT
NSD1 anti-NSD1-RAB-C485 PASS PASS NT NT NT NT NT NT
NSD1 anti-NSD1-RAB-C486 PASS PASS misc misc misc cyto misc misc
PARP14 anti-PARP14-RAB-C352 PASS PASS NT NT NT NT NT NT
PARP14 anti-PARP14-RAB-C353 PASS PASS NT NT NT NT NT NT
PARP14 anti-PARP14-RAB-C354 PASS PASS NT NT NT NT NT NT
PBK anti-PBK-RAB-C423 PASS PASS NT NT NT NT NT NT
PBK anti-PBK-RAB-C421 PASS PASS NT NT NT NT NT NT
PBK anti-PBK-RAB-C422 PASS PASS NT NT NT NT NT NT
PBRM1 anti-PBRM1-RAB-C355 PASS PASS NT NT NT NT NT NT
PBRM1 anti-PBRM1-RAB-C356 PASS PASS NT NT NT NT NT NT
PBRM1 anti-PBRM1-RAB-C357 PASS PASS NT NT NT NT NT NT
PGBD1 anti-PGBD1-RAB-S43 PASS PASS cyto cyto cyto/nuc cyto cyto cyto/nuc
PGBD1 anti-PGBD1-RAB-S44 PASS PASS cyto/nuc NT cyto/nuc cyto cyto nuc
PGBD1 anti-PGBD1-RAB-S45 PASS PASS misc NT cyto misc cyto cyto
PGBD1 anti-PGBD1-RAB-S46 PASS PASS NT NT NT NT NT NT
PGBD1 anti-PGBD1-RAB-S47 PASS PASS NT NT NT NT NT NT
PGBD1 anti-PGBD1-RAB-S48 PASS PASS NT NT NT NT NT NT
PHF20L1 anti-PHF20L1-RAB-C358 PASS PASS NT NT NT NT NT NT
PHF20L1 anti-PHF20L1-RAB-C359 PASS PASS NT NT NT NT NT NT
PHF20L1 anti-PHF20L1-RAB-C360 PASS PASS NT NT NT NT NT NT
PIKFYVE anti-PIKFYVE-RAB-S1 PASS PASS NT NT NT NT NT NT
PIKFYVE anti-PIKFYVE-RAB-S2 PASS PASS cyto cyto cyto cyto cyto cyto
PIKFYVE anti-PIKFYVE-RAB-S3 PASS PASS NT NT cyto cyto NT NT
PIKFYVE anti-PIKFYVE-RAB-S4 PASS PASS cyto cyto cyto cyto cyto NT
PIKFYVE anti-PIKFYVE-RAB-S5 PASS PASS cyto cyto cyto cyto cyto cyto
PLXNB1 anti-PLXNB1-RAB-C45 PASS PASS nuc nuc nuc nuc nuc cyto
PRDM1 anti-PRDM1-RAB-C501 PASS PASS NT NT NT NT NT NT
PRDM1 anti-PRDM1-RAB-C502 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C363 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C364 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C365 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C366 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C362 PASS PASS NT NT NT NT NT NT
PRDM10 anti-PRDM10-RAB-C361 PASS PASS NT NT NT NT NT NT
PRDM11 anti-PRDM11-RAB-C107 PASS PASS nuc nuc nuc nuc nuc cyto
PRDM11 anti-PRDM11-RAB-C108 PASS PASS NT NT NT NT NT NT
PRDM11 anti-PRDM11-RAB-C109 PASS PASS cyto cyto cyto nuc cyto cyto
PRDM11 anti-PRDM11-RAB-C110 PASS PASS cyto cyto cyto cyto cyto cyto
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PRDM11 anti-PRDM11-RAB-C111 PASS PASS cyto cyto cyto cyto cyto cyto
PRDM11 anti-PRDM11-RAB-C165 PASS PASS nuc cyto NT nuc cyto cyto
PRDM14 anti-PRDM14-RAB-S192 PASS PASS cyto cyto cyto cyto cyto cyto

PRDM4 anti-PRDM4-RAB-C367 PASS PASS cyto cyto cyto cyto cyto cyto
PRDM4 anti-PRDM4-RAB-C368 PASS PASS NT NT NT NT NT NT
PRDM5 anti-PRDM5-RAB-C503 PASS PASS NT NT NT NT NT NT
PRDM5 anti-PRDM5-RAB-C504 PASS PASS NT NT NT NT NT NT
PRDM5 anti-PRDM5-RAB-C505 PASS PASS NT NT NT NT NT NT
PRDM9 anti-PRDM9-RAB-C371 PASS PASS cyto cyto nuc cyto cyto cyto
PRDM9 anti-PRDM9-RAB-C370 PASS PASS cyto cyto cyto cyto cyto cyto
PRDM9 anti-PRDM9-RAB-C369 PASS PASS nuc cyto cyto NT cyto cyto
PRMT3 anti-PRMT3-RAB-C372 PASS PASS NT NT NT NT NT NT
PRMT5 anti-PRMT5-RAB-C134 PASS PASS nuc cyto cyto nuc cyto cyto
PRMT5 anti-PRMT5-RAB-C135 PASS PASS nuc cyto cyto cyto cyto cyto
PRMT5 anti-PRMT5-RAB-C136 PASS PASS nuc cyto cyto cyto cyto cyto
PRMT5 anti-PRMT5-RAB-C137 PASS PASS cyto cyto cyto cyto cyto cyto
PRMT5 anti-PRMT5-RAB-C138 PASS PASS cyto cyto cyto cyto cyto cyto

PSIP1 anti-PSIP1-RAB-C373 PASS PASS NT NT NT NT NT NT

PSIP1 anti-PSIP1-RAB-C374 PASS PASS NT NT NT NT NT NT

PSIP1 anti-PSIP1-RAB-C375 PASS PASS NT NT NT NT NT NT

RARG anti-RARG-RAB-C448 PASS PASS cyto cyto cyto cyto cyto cyto

RBAK anti-RBAK-RAB-S190 PASS PASS nuc cyto/nuc nuc nuc nuc nuc

RBAK anti-RBAK-RAB-S191 PASS PASS nuc nuc nuc nuc nuc nuc

RBBP5 anti-RBBP5-RAB-C376 PASS PASS NT NT NT NT NT NT

RBBP5 anti-RBBP5-RAB-C377 PASS PASS NT NT NT NT NT NT

RBBP5 anti-RBBP5-RAB-C378 PASS PASS NT NT NT NT NT NT

RBBP5 anti-RBBP5-RAB-C379 PASS PASS NT NT NT NT NT NT
RPRD1A anti-RPRD1A-RAB-C380 PASS PASS NT NT NT NT NT NT
RPRD1A anti-RPRD1A-RAB-C112 PASS PASS nuc nuc nuc nuc cyto nuc
RPRD1A anti-RPRD1A-RAB-C113 PASS PASS cyto nuc nuc cyto cyto nuc
RPRD1A anti-RPRD1A-RAB-C114 PASS PASS cyto/nuc cyto cyto cyto cyto cyto
RPRD1A anti-RPRD1A-RAB-C170 PASS PASS nuc nuc nuc nuc nuc nuc
RPRD1A anti-RPRD1A-RAB-C171 PASS PASS nuc nuc nuc nuc nuc nuc

SALL4 anti-SALL4-RAB-C191 PASS PASS cyto/nuc cyto nuc cyto cyto cyto

SCMH1 anti-SCMH1-RAB-C382 PASS PASS NT NT NT NT NT NT

SCMH1 anti-SCMH1-RAB-C381 PASS PASS NT NT NT NT NT NT

SCML2 anti-SCML2-RAB-C115 PASS PASS cyto nuc cyto cyto cyto cyto
SCML2 anti-SCML2-RAB-C116 PASS PASS nuc nuc cyto cyto cyto cyto
SCML2 anti-SCML2-RAB-C117 PASS PASS nuc nuc cyto cyto cyto cyto
SCML2 anti-SCML2-RAB-C118 PASS PASS nuc nuc cyto nuc cyto cyto
SCML2 anti-SCML2-RAB-C119 PASS PASS nuc nuc nuc nuc cyto cyto
SCML2 anti-SCML2-RAB-C120 PASS PASS nuc nuc nuc nuc cyto cyto
SCML2 anti-SCML2-RAB-C121 PASS PASS nuc cyto cyto cyto cyto cyto
SCML2 anti-SCML2-RAB-C142 PASS PASS nuc nuc nuc nuc nuc nuc
SCML2 anti-SCML2-RAB-C216 PASS PASS nuc cyto cyto cyto cyto cyto
SCML2 anti-SCML2-RAB-C217 PASS PASS nuc nuc nuc nuc cyto cyto
SCML2 anti-SCML2-RAB-C218 PASS PASS nuc nuc nuc cyto cyto cyto
SETD2 anti-SETD2-RAB-C383 PASS PASS NT NT NT NT NT NT

SETD3 anti-SETD3-RAB-C384 PASS PASS NT NT NT NT NT NT

SETD3 anti-SETD3-RAB-C385 PASS PASS NT NT NT NT NT NT

SETD3 anti-SETD3-RAB-C386 PASS PASS NT NT NT NT NT NT

SETD3 anti-SETD3-RAB-C388 PASS PASS NT NT NT NT NT NT

SETD3 anti-SETD3-RAB-C387 PASS PASS NT NT NT NT NT NT

SETD7 anti-SETD7-RAB-C172 PASS PASS NT NT NT NT NT NT

SETD7 anti-SETD7-RAB-C173 PASS PASS NT NT NT NT NT NT

SETD7 anti-SETD7-RAB-C174 PASS PASS NT NT NT NT NT NT
SETD7 anti-SETD7-RAB-C219 PASS PASS cyto cyto cyto cyto cyto cyto
SETD7 anti-SETD7-RAB-C220 PASS PASS cyto NT cyto cyto cyto cyto

SETD7 anti-SETD7-RAB-C221 PASS PASS NT NT NT NT NT NT

SETD7 anti-SETD7-RAB-C70 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C391 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C389 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C392 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C393 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C390 PASS PASS NT NT NT NT NT NT
SETMAR anti-SETMAR-RAB-C394 PASS PASS NT NT NT NT NT NT
SFMBT1 anti-SFMBT1-RAB-C395 PASS PASS NT NT NT NT NT NT
SFMBT1 anti-SFMBT1-RAB-C396 PASS PASS NT NT NT NT NT NT
SFMBT1 anti-SFMBT1-RAB-C397 PASS PASS NT NT NT NT NT NT
SFMBT2 anti-SFMBT2-RAB-C399 PASS PASS NT NT NT NT NT NT
SFMBT2 anti-SFMBT2-RAB-C398 PASS PASS NT NT NT NT NT NT

SIRTS anti-SIRT5-RAB-C175 PASS PASS nuc nuc nuc nuc NT cyto

SIRTS anti-SIRT5-RAB-C176 PASS PASS nuc cyto nuc nuc cyto/nuc cyto

SIRT5 anti-SIRT5-RAB-C177 PASS PASS nuc nuc nuc cyto cyto nuc

SIRTS anti-SIRT5-RAB-C178 PASS PASS nuc nuc nuc nuc cyto/nuc nuc

SIRT5 anti-SIRT5-RAB-C179 PASS PASS cyto cyto cyto cyto cyto cyto

SIRT7 anti-SIRT7-RAB-C400 PASS PASS cyto/nuc cyto/nuc cyto/nuc cyto/nuc cyto/nuc cyto

SMARCA2  anti-SMARCA2-RAB-C401 PASS PASS NT NT NT NT NT NT
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SMARCA4
SMARCA4
SMARCA4
SMARCA4
SMARCC2
SMARCC2
SMARCC2
SMARCC2
SMARCC2
SMARCE1
SMARCE1
SMARCE1
SMARCE1
SMURF1
SMURF1
SMURF1
SMYD2
SMYD2
SMYD2
SMYD3
SMYD3
SMYD3
SMYD3
SMYD3
SMYD3
SMYD3
SMYD3
SP7
SP7
SRRT
SRRT
SRY
SRY
STAT2
SUV39H1
SUV39H1
SUV39H1
SUV39H1
SUV420H2
TAF1
TAF1
TAF1
TAF1
TAF1L
TAF1L
TAF1L
TBL1X
TBL1X
TBL1X
TBL1X
TBL1X
TBX4

anti-SMARCA4-RAB-C402
anti-SMARCA4-RAB-C180
anti-SMARCA4-RAB-C181
anti-SMARCA4-RAB-C182
anti-SMARCC2-RAB-S22
anti-SMARCC2-RAB-C403
anti-SMARCC2-RAB-C404
anti-SMARCC2-RAB-C405
anti-SMARCC2-RAB-C406
anti-SMARCE1-RAB-S17
anti-SMARCE 1-RAB-S18
anti-SMARCE1-RAB-S19
anti-SMARCE 1-RAB-S20
anti-SMURF1-RAB-C449
anti-SMURF1-RAB-C450
anti-SMURF1-RAB-C451
anti-SMYD2-RAB-C183
anti-SMYD2-RAB-C184
anti-SMYD2-RAB-C224
anti-SMYD3-RAB-C228
anti-SMYD3-RAB-C229
anti-SMYD3-RAB-C230
anti-SMYD3-RAB-C231
anti-SMYD3-RAB-C232
anti-SMYD3-RAB-C233
anti-SMYD3-RAB-C71
anti-SMYD3-RAB-C72
anti-SP7-RAB-S202
anti-SP7-RAB-S203
anti-SRRT-RAB-C407
anti-SRRT-RAB-C408
anti-SRY-RAB-C97
anti-SRY-RAB-C98
anti-STAT2-RAB-T12
anti-SUV39H1-RAB-C487
anti-SUV39H1-RAB-C488
anti-SUV39H1-RAB-C489
anti-SUV39H1-RAB-C490
anti-SUV420H2-RAB-C409
anti-TAF1-RAB-C410
anti-TAF1-RAB-C411
anti-TAF1-RAB-C412
anti-TAF1-RAB-C413
anti-TAF1L-RAB-C414
anti-TAF1L-RAB-C415
anti-TAF1L-RAB-C416
anti-TBL1X-RAB-C122
anti-TBL1X-RAB-C123
anti-TBL1X-RAB-C124
anti-TBL1X-RAB-C125
anti-TBL1X-RAB-C126
anti-TBX4-RAB-C78
anti-TBX4-RAB-C79
anti-TBX4-RAB-C80
anti-TBX4-RAB-C81
anti-TBX4-RAB-C82
anti-TBX5-RAB-C46
anti-TBX5-RAB-C47
anti-TBX5-RAB-C48
anti-TCF19-RAB-C417
anti-TDRD3-RAB-C419
anti-TDRD3-RAB-C418
anti-TDRKH-RAB-C127
anti-TDRKH-RAB-C128
anti-TDRKH-RAB-C129
anti-TDRKH-RAB-C130
anti-TDRKH-RAB-C143
anti-TGIF-RAB-T13
anti-TNKS1-RAB-C420
anti-TP53BP1-RAB-C424
anti-TP53BP1-RAB-C425
anti-TP53BP1-RAB-C426
anti-TP53BP1-RAB-C427
anti-TP53BP1-RAB-C428
anti-TRIM28-RAB-C429
anti-TRIM28-RAB-C430
anti-TSC2-RAB-C433
anti-TSC2-RAB-C431

PASS
PASS
PASS
PASS
PASS
PASS

PASS
PASS
PASS
PASS
PASS
PASS
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nuc
cyto
cyto
cyto

NT
cyto
nuc
cyto
cyto

cyto
cyto
nuc
cyto

cyto/nuc

nuc
misc
cyto

cyto/nuc

nuc
cyto
nuc
cyto
cyto/nuc

cyto

cyto
cyto/nuc

cyto

cyto

cyto/nuc
nuc
NT
cyto
NT
NT
NT
cyto
cyto
cyto

nuc
cyto
nuc

NT
NT
NT
cyto
cyto/nuc
cyto
NT




HGCN Fab name Primary validation| Secondary validation | JHOC9_IF A293T_IF a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF
TSC2 anti-TSC2-RAB-C432 PASS PASS NT NT NT NT NT NT
TSC22D4 anti-TSC22D4-RAB-C20 PASS PASS cyto cyto cyto cyto cyto cyto
TSC22D4 anti-TSC22D4-RAB-C21 PASS PASS cyto cyto cyto nuc cyto cyto
TSC22D4 anti-TSC22D4-RAB-C22 PASS PASS cyto cyto cyto cyto cyto cyto
TSC22D4 anti-TSC22D4-RAB-C23 PASS PASS nuc cyto nuc cyto cyto nuc
TSC22D4 anti-TSC22D4-RAB-C24 PASS PASS cyto cyto cyto cyto cyto cyto
TSC22D4 anti-TSC22D4-RAB-S6 PASS PASS cyto cyto cyto nuc cyto cyto
TSC22D4 anti-TSC22D4-RAB-S7 PASS PASS nuc cyto cyto cyto cyto cyto
TSC22D4 anti-TSC22D4-RAB-S8 PASS PASS cyto cyto cyto cyto cyto cyto
TSC22D4 anti-TSC22D4-RAB-T 11 PASS PASS nuc cyto nuc nuc cyto nuc
USP7 anti-USP7-RAB-C434 PASS PASS NT NT NT NT NT NT
USP7 anti-USP7-RAB-C435 PASS PASS NT NT NT NT NT NT
USP7 anti-USP7-RAB-C452 PASS PASS cyto cyto cyto/nuc cyto/nuc cyto/nuc  cyto/nuc
USP7 anti-USP7-RAB-C453 PASS PASS cyto cyto cyto cyto cyto/nuc cyto
VAX2 anti-VAX2-RAB-S34 PASS PASS cyto cyto nuc cyto cyto cyto
VENTX anti-VENTX-RAB-C42 PASS PASS cyto cyto cyto cyto cyto cyto
VENTX anti-VENTX-RAB-C43 PASS PASS cyto cyto cyto cyto cyto cyto
VENTX anti-VENTX-RAB-C44 PASS PASS cyto NT NT NT cyto cyto
WDR45 anti-WDR45-RAB-C454 PASS PASS nuc nuc nuc nuc nuc nuc
WDR45 anti-WDR45-RAB-C455 PASS PASS nuc nuc nuc nuc nuc nuc
WDR5 anti-WDR5-RAB-C222 PASS PASS nuc nuc nuc nuc cyto cyto
WDR5 anti-WDR5-RAB-C223 PASS PASS NT NT nuc nuc nuc nuc
WDR5 anti-WDR5-RAB-C440 PASS PASS nuc nuc cyto/nuc cyto/nuc cyto nuc
WDR5 anti-WDR5-RAB-C436 PASS PASS cyto cyto cyto cyto cyto cyto
WDR5 anti-WDR5-RAB-C437 PASS PASS NT NT NT NT NT NT
WDR5 anti-WDR5-RAB-C438 PASS PASS nuc nuc nuc nuc nuc cyto
WDR5 anti-WDR5-RAB-C439 PASS PASS cyto cyto cyto/nuc cyto cyto cyto
WHSC1L1 anti-WHSC1L1-RAB-C441 PASS PASS NT NT NT NT NT NT
WHSC1L1 anti-WHSC1L1-RAB-C442 PASS PASS NT NT NT NT NT NT
WHSC1L1 anti-WHSC1L1-RAB-C443 PASS PASS NT NT NT NT NT NT
WHSC1L1 anti-WHSC1L1-RAB-C444 PASS PASS NT NT NT NT NT NT
ZBTB16 anti-ZBTB16-RAB-C208 PASS PASS misc cyto misc misc cyto cyto
ZBTB16 anti-ZBTB16-RAB-C243 PASS PASS misc misc misc misc cyto cyto
ZBTB16 anti-ZBTB16-RAB-C244 PASS PASS misc misc misc misc cyto cyto
ZBTB16 anti-ZBTB16-RAB-C456 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB21 anti-ZBTB21-RAB-C144 PASS PASS NT NT NT NT NT NT
ZBTB21 anti-ZBTB21-RAB-C83 PASS PASS cyto/nuc nuc nuc cyto cyto cyto
ZBTB21 anti-ZBTB21-RAB-C84 PASS PASS cyto nuc cyto cyto nuc cyto
ZBTB21 anti-ZBTB21-RAB-C85 PASS PASS cyto nuc nuc cyto cyto cyto
ZBTB24 anti-ZBTB24-RAB-C245 PASS PASS cyto cyto misc cyto cyto cyto
ZBTB24 anti-ZBTB24-RAB-C246 PASS PASS cyto cyto cyto cyto cyto/nuc cyto
ZBTB24 anti-ZBTB24-RAB-C247 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB24 anti-ZBTB24-RAB-C457 PASS PASS nuc nuc nuc nuc nuc nuc
ZBTB24 anti-ZBTB24-RAB-C458 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB39 anti-ZBTB39-RAB-C459 PASS PASS NT NT NT NT NT NT
ZBTB39 anti-ZBTB39-RAB-C86 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB39 anti-ZBTB39-RAB-C87 PASS PASS nuc nuc nuc nuc nuc nuc
ZBTB39 anti-ZBTB39-RAB-C88 PASS PASS NT NT NT NT NT NT
ZBTB39 anti-ZBTB39-RAB-S194 PASS PASS cyto cyto/nuc cyto cyto cyto cyto/nuc
ZBTB39 anti-ZBTB39-RAB-S195 PASS PASS NT NT NT nuc NT cyto
ZBTB39 anti-ZBTB39-RAB-S196 PASS PASS cyto cyto cyto misc cyto cyto
ZBTB39 anti-ZBTB39-RAB-S197 PASS PASS cyto/nuc cyto nuc nuc cyto nuc
ZBTB39 anti-ZBTB39-RAB-S198 PASS PASS misc cyto NT cyto/nuc cyto nuc
ZBTB41 anti-ZBTB41-RAB-C201 PASS PASS cyto cyto nuc cyto cyto cyto
ZBTB41 anti-ZBTB41-RAB-C202 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB7B anti-ZBTB7B-RAB-C206 PASS PASS misc misc cyto/nuc cyto/nuc cyto cyto
ZBTB7B anti-ZBTB7B-RAB-C207 PASS PASS cyto cyto cyto cyto/nuc cyto cyto
ZBTB7B anti-ZBTB7B-RAB-C248 PASS PASS misc misc misc misc cyto misc
ZBTB7B anti-ZBTB7B-RAB-C249 PASS PASS cyto cyto cyto cyto cyto cyto
ZBTB7B anti-ZBTB7B-RAB-C460 PASS PASS cyto misc cyto misc nuc cyto
ZBTB7B anti-ZBTB7B-RAB-C461 PASS PASS misc misc cyto cyto cyto cyto
ZFP69 anti-ZFP69-RAB-C495 PASS PASS cyto cyto cyto cyto nuc cyto/nuc
ZFP83 anti-ZNF83-RAB-C484 PASS PASS NT NT NT NT NT NT
ZFP90 anti-ZFP90-RAB-C483 PASS PASS NT NT NT NT NT NT
ZFYVE20 anti-ZFYVE20-RAB-C11 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C12 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C13 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C14 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C15 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C16 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C17 PASS PASS nuc nuc cyto nuc nuc nuc
ZFYVE20 anti-ZFYVE20-RAB-C18 PASS PASS cyto cyto cyto cyto cyto cyto
ZFYVE20 anti-ZFYVE20-RAB-C19 PASS PASS cyto cyto cyto cyto cyto cyto
ZGPAT anti-ZGPAT-RAB-C185 PASS PASS nuc nuc nuc nuc nuc cyto
ZGPAT anti-ZGPAT-RAB-C186 PASS PASS NT cyto nuc nuc nuc cyto
ZGPAT anti-ZGPAT-RAB-C187 PASS PASS cyto NT NT NT NT cyto
ZGPAT anti-ZGPAT-RAB-C188 PASS PASS cyto cyto nuc cyto cyto/nuc cyto
ZGPAT anti-ZGPAT-RAB-C189 PASS PASS cyto NT nuc cyto cyto cyto
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HGCN

Fab name

Primary validation

Secondary validation

JHOC9_IF A293T_IF

a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF

ZGPAT
ZHX1
ZHX1
ZHX1
ZHX1
ZHX1

ZKSCAN1
ZKSCAN1
ZKSCAN2
ZKSCAN2
ZKSCAN2
ZKSCAN2
ZKSCAN2
ZKSCAN2
ZKSCAN4
ZKSCANS
ZKSCAN5
ZKSCANS
ZKSCANS
ZKSCAN7
ZKSCANS8
ZKSCAN8
ZKSCANS8
ZKSCAN8
ZKSCANS
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF165
ZNF174
ZNF174

ZNF18

ZNF18

ZNF18

ZNF18

ZNF18

ZNF18

ZNF197
ZNF197
ZNF197
ZNF197
ZNF213
ZNF213
ZNF213
ZNF213
ZNF213
ZNF213
ZNF213
ZNF232
ZNF263
ZNF263
ZNF263
ZNF263
ZNF343
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394
ZNF394

anti-ZGPAT-RAB-C190
anti-ZHX1-RAB-C59
anti-ZHX1-RAB-C60
anti-ZHX1-RAB-C61
anti-ZHX1-RAB-C62
anti-ZHX1-RAB-C63
anti-ZKSCAN1-RAB-C462
anti-ZKSCAN1-RAB-C463
anti-ZKSCAN2-RAB-C203
anti-ZKSCAN2-RAB-C204
anti-ZKSCAN2-RAB-C205
anti-ZKSCAN2-RAB-C250
anti-ZKSCAN2-RAB-C464
anti-ZKSCAN2-RAB-C465
anti-ZKSCAN4-RAB-C198
anti-ZKSCAN5-RAB-S75
anti-ZKSCAN5-RAB-S76
anti-ZKSCAN5-RAB-S77
anti-ZKSCAN5-RAB-S78
anti-ZKSCAN7-RAB-C496
anti-ZKSCAN8-RAB-C49
anti-ZKSCAN8-RAB-C50
anti-ZKSCAN8-RAB-C51
anti-ZKSCAN8-RAB-C52
anti-ZKSCAN8-RAB-C53
anti-ZNF165-RAB-C140
anti-ZNF165-RAB-C466
anti-ZNF165-RAB-C89
anti-ZNF165-RAB-C90
anti-ZNF 165-RAB-C91
anti-ZNF165-RAB-C92
anti-ZNF165-RAB-C93
anti-ZNF165-RAB-C94
anti-ZNF165-RAB-C95
anti-ZNF 165-RAB-C96
anti-ZNF174-RAB-C467
anti-ZNF174-RAB-C468
anti-ZNF18-RAB-S12
anti-ZNF18-RAB-S13
anti-ZNF18-RAB-S14
anti-ZNF18-RAB-S15
anti-ZNF18-RAB-S16
anti-ZNF18-RAB-S199
anti-ZNF197-RAB-C209
anti-ZNF197-RAB-C210
anti-ZNF197-RAB-C251
anti-ZNF197-RAB-C469
anti-ZNF213-RAB-C192
anti-ZNF213-RAB-C193
anti-ZNF213-RAB-C194
anti-ZNF213-RAB-C195
anti-ZNF213-RAB-C470
anti-ZNF213-RAB-C471
anti-ZNF213-RAB-C472
anti-ZNF232-RAB-C473
anti-ZNF263-RAB-S49
anti-ZNF263-RAB-S50
anti-ZNF263-RAB-S51
anti-ZNF263-RAB-S52
anti-ZNF343-RAB-S21
anti-ZNF394-RAB-S53
anti-ZNF394-RAB-S54
anti-ZNF394-RAB-S55
anti-ZNF394-RAB-S56
anti-ZNF394-RAB-S57
anti-ZNF394-RAB-S58
anti-ZNF394-RAB-S59
anti-ZNF394-RAB-S60
anti-ZNF394-RAB-S61
anti-ZNF394-RAB-S62
anti-ZNF394-RAB-S63
anti-ZNF394-RAB-S64
anti-ZNF394-RAB-S65
anti-ZNF394-RAB-S66
anti-ZNF394-RAB-S67
anti-ZNF394-RAB-S68
anti-ZNF394-RAB-S69
anti-ZNF394-RAB-S70

PASS
PASS
PASS
PASS
PASS
PASS

PASS
PASS
PASS
PASS
PASS
PASS
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NT
cyto
cyto
cyto
cyto
cyto
misc
misc
cyto
cyto
cyto
cyto
cyto
cyto

cyto/nuc

NT

NT

cyto/nuc
cyto
cyto
cyto
cyto
cyto

NT
cyto

NT

NT
cyto
cyto

NT
cyto
cyto
cyto
cyto
cyto
nuc
cyto
nuc
misc

NT

NT
cyto

NT
cyto
cyto
cyto

cyto/nuc
cyto
cyto
cyto
cyto
misc
cyto
cyto
cyto
NT

NT
NT
cyto
NT
NT
misc
cyto
cyto/nuc
cyto
cyto
cyto
cyto
misc
cyto
cyto
NT
NT
cyto/nuc
cyto
cyto
cyto
cyto
cyto
NT
NT
NT
NT
cyto
cyto
NT
nuc
nuc
cyto
cyto
cyto
NT
cyto
cyto
cyto

nuc
nuc
cyto
cyto
cyto
cyto
misc
misc
nuc
cyto
nuc
cyto
misc
cyto
cyto/nuc
NT
NT
nuc
cyto
cyto
cyto
cyto
cyto
NT
cyto
NT
NT
cyto
cyto
NT
cyto
NT
NT
nuc
misc
nuc
cyto
cyto
cyto/nuc
NT
NT
cyto
NT
cyto
cyto
cyto
nuc
cyto
cyto
cyto
cyto
misc
cyto
cyto
cyto
NT

misc
NT
cyto/nuc
misc
misc

NT
nuc
cyto
cyto
cyto
nuc
misc
misc
cyto

cyto/nuc
cyto
cyto
cyto
cyto

cyto/nuc

NT

NT

cyto/nuc
cyto
cyto
cyto
cyto
cyto

NT
cyto

NT

NT
cyto
cyto

NT
cyto
cyto
cyto
cyto
misc

NT
cyto
cyto
cyto

NT

NT
cyto

NT
cyto
misc
nuc
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto

NT

cyto
cyto
cyto
nuc
cyto
cyto
cyto
nuc
cyto/nuc
cyto
cyto/nuc
cyto
cyto
cyto
cyto
NT
NT
nuc
cyto
cyto
cyto
cyto
nuc
NT
cyto
NT
NT
cyto

cyto/nuc
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
NT

cyto
cyto/nuc
cyto
cyto
cyto

cyto
nuc
cyto
cyto
cyto
cyto
cyto
cyto
cyto/nuc
cyto
cyto
misc
cyto
cyto
cyto
NT
NT
cyto/nuc
cyto
cyto
cyto
cyto
cyto
NT
cyto
NT
NT
cyto
cyto
NT
cyto
NT
cyto
cyto
cyto
NT
cyto
cyto
cyto
NT
NT
cyto
NT
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
misc
cyto
cyto
cyto
NT

cyto/nuc
cyto

cyto/nuc
misc
cyto
misc
misc
misc




HGCN Fab name Primary validation| Secondary validation | JHOC9_IF A293T_IF a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF
ZNF394 anti-ZNF394-RAB-S71 PASS PASS cyto/nuc NT cyto/nuc cyto/nuc cyto/nuc cyto/nuc
ZNF394 anti-ZNF394-RAB-S72 PASS PASS misc cyto cyto NT cyto misc
ZNF394 anti-ZNF394-RAB-S73 PASS PASS cyto/nuc cyto cyto cyto cyto cyto
ZNF394 anti-ZNF394-RAB-S74 PASS PASS misc cyto cyto NT cyto misc
ZNF397 anti-ZNF397-RAB-S79 PASS PASS cyto/nuc cyto nuc cyto/nuc cyto misc
ZNF397 anti-ZNF397-RAB-S80 PASS PASS cyto NT cyto NT cyto/nuc cyto
ZNF397 anti-ZNF397-RAB-S81 PASS PASS misc cyto/nuc cyto misc cyto NT
ZNF397 anti-ZNF397-RAB-S82 PASS PASS cyto/nuc NT nuc nuc cyto/nuc nuc

ZNF41 anti-ZNF41-RAB-C252 PASS PASS misc cyto/nuc cyto cyto cyto cyto
ZNF446 anti-ZNF446-RAB-C25 PASS PASS nuc nuc nuc nuc nuc nuc
ZNF446 anti-ZNF446-RAB-C26 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF446 anti-ZNF446-RAB-C27 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF446 anti-ZNF446-RAB-C28 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF446 anti-ZNF446-RAB-C29 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF446 anti-ZNF446-RAB-C30 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF449 anti-ZNF449-RAB-C253 PASS PASS misc misc misc misc cyto cyto
ZNF449 anti-ZNF449-RAB-C254 PASS PASS misc nuc misc misc cyto cyto
ZNF449 anti-ZNF449-RAB-C474 PASS PASS nuc NT nuc NT NT NT
ZNF483 anti-ZNF483-RAB-C255 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF483 anti-ZNF483-RAB-C256 PASS PASS nuc nuc nuc nuc NT NT
ZNF483 anti-ZNF483-RAB-C475 PASS PASS misc cyto misc misc cyto cyto
ZNF500 anti-ZNF500-RAB-C257 PASS PASS cyto/nuc nuc cyto/nuc nuc cyto cyto/nuc
ZNF500 anti-ZNF500-RAB-C476 PASS PASS NT NT NT NT NT NT
ZNF500 anti-ZNF500-RAB-C477 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF500 anti-ZNF500-RAB-C478 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF500 anti-ZNF500-RAB-C479 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF639 anti-ZNF639-RAB-T10 PASS PASS cyto misc nuc misc cyto cyto
ZNF639 anti-ZNF639-RAB-T8 PASS PASS nuc cyto cyto cyto cyto cyto
ZNF639 anti-ZNF639-RAB-T9 PASS PASS cyto cyto cyto cyto cyto cyto
ZNF699 anti-ZNF699-RAB-S204 PASS PASS nuc nuc nuc nuc cyto cyto
ZNF699 anti-ZNF699-RAB-S205 PASS PASS misc cyto misc misc cyto misc

ZNF70 anti-ZNF70-RAB-S193 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S83 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S84 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S85 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S86 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S87 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S88 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S89 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S90 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S91 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S92 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S93 PASS PASS NT NT NT NT NT NT
ZSCAN1 anti-ZSCAN1-RAB-S94 PASS PASS NT NT NT NT NT NT

ZSCAN12 anti-ZSCAN12-RAB-S100 PASS PASS misc cyto cyto/nuc misc cyto misc
ZSCAN12 anti-ZSCAN12-RAB-S101 PASS PASS misc misc misc misc misc misc
ZSCAN12 anti-ZSCAN12-RAB-S102 PASS PASS misc cyto cyto misc cyto cyto
ZSCAN12 anti-ZSCAN12-RAB-S103 PASS PASS misc cyto misc misc cyto misc
ZSCAN12 anti-ZSCAN12-RAB-S104 PASS PASS misc cyto misc misc misc misc
ZSCAN12 anti-ZSCAN12-RAB-S105 PASS PASS misc cyto misc misc cyto misc
ZSCAN12 anti-ZSCAN12-RAB-S95 PASS PASS NT NT NT NT NT NT

ZSCAN12 anti-ZSCAN12-RAB-S96 PASS PASS NT NT NT NT NT NT

ZSCAN12 anti-ZSCAN12-RAB-S97 PASS PASS NT NT NT NT NT NT

ZSCAN12 anti-ZSCAN12-RAB-S98 PASS PASS NT NT NT NT NT NT

ZSCAN12 anti-ZSCAN12-RAB-S99 PASS PASS misc cyto/nuc nuc nuc cyto nuc
ZSCAN20 anti-ZSCAN20-RAB-S106 PASS PASS NT NT NT NT NT NT

ZSCAN20 anti-ZSCAN20-RAB-S107 PASS PASS misc cyto cyto misc cyto cyto
ZSCAN20 anti-ZSCAN20-RAB-S108 PASS PASS cyto cyto cyto misc cyto cyto
ZSCAN20 anti-ZSCAN20-RAB-S109 PASS PASS misc misc misc misc cyto misc
ZSCAN20 anti-ZSCAN20-RAB-S110 PASS PASS misc cyto cyto/nuc cyto/nuc cyto nuc
ZSCAN20 anti-ZSCAN20-RAB-S111 PASS PASS NT cyto NT NT cyto NT

ZSCAN20 anti-ZSCAN20-RAB-S112 PASS PASS misc cyto cyto cyto/nuc cyto cyto
ZSCAN20 anti-ZSCAN20-RAB-S113 PASS PASS cyto cyto nuc cyto cyto cyto
ZSCAN20 anti-ZSCAN20-RAB-S114 PASS PASS misc cyto cyto misc cyto cyto
ZSCAN21 anti-ZSCAN21-RAB-S115 PASS PASS NT NT NT NT NT NT

ZSCAN21 anti-ZSCAN21-RAB-S116 PASS PASS NT NT NT NT NT NT

ZSCAN21 anti-ZSCAN21-RAB-S117 PASS PASS NT NT NT NT NT NT

ZSCAN21 anti-ZSCAN21-RAB-S118 PASS PASS NT NT NT NT NT NT

ZSCAN22 anti-ZSCAN22-RAB-C37 PASS PASS cyto cyto nuc cyto cyto nuc
ZSCAN22 anti-ZSCAN22-RAB-C38 PASS PASS cyto cyto cyto cyto cyto cyto
ZSCAN22 anti-ZSCAN22-RAB-C39 PASS PASS cyto cyto cyto cyto cyto cyto
ZSCAN22 anti-ZSCAN22-RAB-C40 PASS PASS cyto cyto cyto cyto nuc cyto
ZSCAN22 anti-ZSCAN22-RAB-C41 PASS PASS cyto cyto cyto nuc cyto cyto
ZSCAN23 anti-ZSCAN23-RAB-C480 PASS PASS cyto cyto cyto cyto/nuc cyto cyto
ZSCAN23 anti-ZSCAN23-RAB-C481 PASS PASS misc cyto misc misc cyto cyto
ZSCAN23 anti-ZSCAN23-RAB-C482 PASS PASS cyto/nuc cyto/nuc cyto/nuc nuc cyto nuc
ZSCAN25 anti-ZSCAN25-RAB-C199 PASS PASS cyto cyto cyto cyto cyto cyto
ZSCAN25 anti-ZSCAN25-RAB-C200 PASS PASS cyto cyto nuc cyto cyto cyto
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HGCN

Fab name

Primary validation

Secondary validation

JHOC9_IF A293T_IF

a2780_IF a2780cis_IF HPAFII_IF HEPG2_IF

ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN26
ZSCAN29
ZSCAN29
ZSCAN29
ZSCANSA
ZSCANSA
ZSCAN5SA
ZSCANSA
ZSCANSA
ZSCAN5A
ZSCANSA
ZSCAN5A
ZSCANSA
ZSCANSA
ZSCANS5B
ZSCAN5B
ZSCAN5B
ZSCAN5B
ZSCAN5B
ZSCAN5B
ZSCAN5B
ZSCAN5B
ZSCANS5B
ZSCAN5B
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN5C
ZSCAN9

anti-ZSCAN26-RAB-S119
anti-ZSCAN26-RAB-S120
anti-ZSCAN26-RAB-S121
anti-ZSCAN26-RAB-S122
anti-ZSCAN26-RAB-S123
anti-ZSCAN26-RAB-S124
anti-ZSCAN26-RAB-S125
anti-ZSCAN26-RAB-S126
anti-ZSCAN26-RAB-S127
anti-ZSCAN26-RAB-S128
anti-ZSCAN26-RAB-S129
anti-ZSCAN29-RAB-C1
anti-ZSCAN29-RAB-C10
anti-ZSCAN29-RAB-C2
anti-ZSCAN5A-RAB-S145
anti-ZSCAN5A-RAB-S146
anti-ZSCAN5A-RAB-S147
anti-ZSCAN5A-RAB-S148
anti-ZSCAN5A-RAB-S149
anti-ZSCAN5A-RAB-S150
anti-ZSCAN5A-RAB-S151
anti-ZSCAN5A-RAB-S152
anti-ZSCAN5A-RAB-S153
anti-ZSCAN5A-RAB-S154
anti-ZSCAN5B-RAB-S167
anti-ZSCAN5B-RAB-S168
anti-ZSCAN5B-RAB-S169
anti-ZSCAN5B-RAB-S170
anti-ZSCAN5B-RAB-S171
anti-ZSCAN5B-RAB-S172
anti-ZSCAN5B-RAB-S173
anti-ZSCAN5B-RAB-S174
anti-ZSCAN5B-RAB-S175
anti-ZSCAN5B-RAB-S176
anti-ZSCAN5C-RAB-S177
anti-ZSCAN5C-RAB-S178
anti-ZSCAN5C-RAB-S179
anti-ZSCAN5C-RAB-S180
anti-ZSCAN5C-RAB-S181
anti-ZSCAN5C-RAB-S182
anti-ZSCAN5C-RAB-S183
anti-ZSCAN5C-RAB-S184
anti-ZSCAN5C-RAB-S185
anti-ZSCAN5C-RAB-S186
anti-ZSCAN5C-RAB-S187
anti-ZSCAN5C-RAB-S188
anti-ZSCAN5C-RAB-S189
anti-ZSCAN9-RAB-C493

PASS
PASS
PASS
PASS
PASS
PASS

PASS
PASS
PASS
PASS
PASS
PASS

cyto
cyto/nuc
cyto
cyto
misc
misc
cyto
misc
NT
cyto
cyto
cyto
cyto
cyto
cyto
cyto
NT
cyto
cyto
cyto
cyto
misc
cyto
NT
misc
cyto
nuc
cyto
nuc
cyto
misc
cyto
nuc
cyto
NT
cyto
misc
misc
cyto
NT
nuc
cyto
nuc
misc
nuc
nuc
nuc
nuc

cyto
cyto
cyto
cyto
cyto
cyto
cyto

NT

cyto/nuc
cyto
cyto
cyto
cyto
cyto
nuc
misc
NT
NT
cyto/nuc
cyto
cyto
cyto
cyto
nuc
NT
nuc
cyto
cyto/nuc
NT
misc
nuc
nuc
misc
cyto
cyto
cyto
cyto/nuc
nuc
cyto
cyto
nuc
nuc
NT
cyto
cyto
misc
cyto
NT
NT
cyto
cyto
cyto
nuc
nuc
cyto
nuc

nuc
NT
cyto
cyto
misc
misc
NT
misc
nuc
NT
cyto/nuc
cyto
cyto
cyto
cyto
cyto
nuc
cyto
cyto
cyto
cyto
cyto
cyto
nuc
misc
cyto
nuc
cyto
nuc
cyto
misc
misc
nuc
nuc
NT
cyto
misc
misc
cyto
NT
NT
cyto
NT
cyto
nuc
nuc
NT
nuc

cyto/nuc
cyto
misc
misc
cyto
cyto
cyto
cyto
cyto/nuc
NT
cyto
cyto
cyto
cyto
cyto
cyto
NT
misc
cyto
cyto
misc
misc
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
cyto
NT
cyto
cyto
cyto
cyto
NT
NT
cyto
cyto
cyto
cyto
cyto
cyto
nuc

NT
cyto
cyto
cyto
misc
cyto
nuc
cyto
nuc

NT
nuc
cyto
cyto
cyto
cyto

cyto/nuc

NT

cyto/nuc
cyto

cyto/nuc

cyto/nuc
misc
nuc
nuc
misc
cyto
nuc
cyto
nuc
cyto
cyto
misc
nuc
cyto

NT
cyto
misc
misc
cyto

NT
nuc
cyto
cyto
cyto
cyto

cyto/nuc
cyto
nuc
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Table SI 5: Comparison of IF staining with overlapping antibodies that were developed at the RAN and the Protein
Atlas showing staining location and cell types.

HGCN PA IF PA Cell Line RAN IF RAN Cell Line Match
ANAPC2 nuc U2-0S nuc 293T Y
ZNF197 nuc U2-0S nuc A2780 Y
ZNF394 cyto/nuc U2-0s cyto ALL partial
ZNF500 cyto/nuc U2-0s cyto/nuc HepG2
ZSCAN12 cyto U2-0S cyto ALL
ZSCAN22 cyto U2-0S cyto ALL
ZSCAN9 nuc U2-0S nuc ALL Y

Total 55
Total Matches 50
Total Mismatches 5
Percent Match 90.91%
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